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22

23 Abstract
24 Tschimganine inhibits growth and extends the chronological lifespan in Schizosaccharomyces pombe. 
25 We synthesized a Tschimganine analog, Mochimganine, which extends the lifespan similar to 
26 Tschimganine but exhibits a significantly weaker growth inhibition effect. Based on the comparative 
27 analysis of these compounds, we propose that Tschimganine has at least two targets: one extends the 
28 lifespan, and the other inhibits growth.
29

30 Keywords
31 Tschimganine, Mochimganine, chronological lifespan, fission yeast
32

33 Tschimganine (TMN) is a compound originally extracted from Ferula tschimganica roots. It has 
34 been reported to exhibit estrogenic, insecticidal, and fungicidal activities (Nazrullaev et al. 2008; Zhou 
35 et al. 2018). Experiments with Schizosaccharomyces pombe fission yeast cells indicated that TMN acts 
36 to inhibit growth and extend the chronological lifespan (CLS), referring to the survival time of 
37 nondividing cells, and is considered a cellular lifespan model after the differentiation of higher 
38 organisms (Stephan et al. 2013; Hibi et al. 2018; Ohtsuka et al. 2021a). TMN was also extracted from 
39 the roots of Ferula plants, including F. dissecta and F. szowitsiana, as well as Iranian propolis 
40 (Sahranavard et al. 2009; Trusheva et al. 2010; Wang et al. 2014). Although potential TMN 
41 applications have been tested, including antitumor activity analysis (Sahranavard et al. 2009; Wang et 
42 al. 2014), not much is known about this compound.
43 In fission yeast, several compounds, including acivicin, 3,3′-diindolylmethane, mangosteen, 
44 monensin sodium, mycophenolic acid, nigericin sodium, prostaglandin J2, wortmannin, ribozinoindole-
45 1, diazaborine, actinomycin D, 11αOH-KA, and Torin 1, reportedly contribute to CLS extension, so 
46 does TMN (Stephan et al. 2013; Ohtsuka and Aiba 2017; Ohtsuka et al. 2017, 2021b; Hibi et al. 2018; 
47 Batubara et al. 2020; Rodríguez-López et al. 2020). TMN activates the stress-response mitogen-
48 activated protein (MAP) kinase Sty1 and extends CLS in a Sty1-dependent manner (Hibi et al. 2018). 
49 Sty1, a homolog of the mammalian stress-activated MAP kinase p38, responds to various external 
50 stress stimuli, such as heat, osmotic, and oxidative stresses, and it plays significant roles in stress 
51 response, cell cycle, and starvation response, including autophagy (Yanagida et al. 2011; 
52 Bandyopadhyay et al. 2014; Shimasaki et al. 2014; Sjölander et al. 2020; Corral-Ramos et al. 2021). In 
53 addition, the protein kinase A (PKA) pathway is also involved in CLS regulation (Roux et al. 2009; 
54 Miwa et al. 2011; Ohtsuka et al. 2021c), and PKA inactivation, leading to the constitutive activation of 
55 Sty1, extends CLS in S. pombe (Zuin et al. 2010; Ohtsuka et al. 2021c). It remains unclear whether the 
56 PKA pathway is involved in the TMN-related CLS extension.
57 Two other TMN analogs, α-hibitakanine and β-hibitakanine, also extend CLS in a Sty1-dependent 
58 manner (Hibi et al. 2018). As these analogs sufficiently extend CLS with a relatively smaller growth-
59 inhibiting effect compared with TMN, the two TMN-related CLS extension and growth inhibition 
60 phenotypes might involve different pathways, that is, TMN seems to have at least two different targets.
61 In this study, we successfully synthesized a new compound and named it Mochimganine (MMN), 
62 which is similar in structure to TMN and extends CLS with hardly inhibiting growth in S. pombe 
63 (Fig. 1a and S1). MMN is a compound in which TMN borneol is converted into cyclohexane. Although 
64 the TMN effect on cell growth largely depends on the concentration of the cell population, we 
65 investigated the half maximal inhibitory concentration (IC50) on cell growth in S. pombe. When 
66 approximately 1.0 × 105 cells/mL were treated for 24 h, the TMN IC50 was 2.5 mg/L (8.2 μM), whereas 
67 that of MMN was 17.8 mg/L (71.1 μM) (Fig. 1b). This result indicates that the MMN growth inhibition 
68 effect is significantly lower than that of TMN.
69 Next, we investigated how MMN affects CLS. The TMN treatment-mediated CLS extension is Sty1 
70 MAP kinase-dependent (Hibi et al. 2018). MMN drastically extends CLS in wild-type cells but less in 
71 Δsty1 mutants (Fig. 1c and 1d), suggesting that the MMN treatment-mediated CLS extension is 
72 partially Sty1 MAP kinase-dependent. As in fission yeast the Sty1 pathway is thought to be partially 
73 regulated by the PKA pathway (Zuin et al. 2010; Ohtsuka et al. 2021c), we investigated the CLS in the 
74 pka1-deletion mutant, lacking the gene that encodes a catalytic PKA subunit. Although Δpka1 cells 
75 have long CLS, however, further TMN- or MMN-mediated CLS extension could also be observed in 
76 the Δpka1 cells (Fig. 1d). These results suggest that PKA does not required for the CLS extension by 
77 TMN or its analog.
78 Both TMN and MMN extend CLS, but they affect growth inhibition very differently. To further 
79 elucidate the cellular effect-related differences, we comprehensively investigated transcripts when cells 
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80 were treated with each compound (Supplemental Table. 2). Furthermore, certain fluctuations in the 
81 transcripts due to these drug treatments were confirmed by our real-time PCR assay (Fig. 2).
82 TMN not only causes Sty1-dependent CLS extension but also induces ctt1+ expression, encoding a 
83 catalase (Hibi et al. 2018). MMN also induced ctt1+, but unlike TMN, the induction disappeared faster 
84 (Fig. 2). TMN induced hsp78+, which is predicted to encode the mitochondrial heat shock protein, but 
85 such MMN-mediated induction was significantly lower (Fig. 2), suggesting that TMN, unlike MMN, 
86 has the potential to elicit an intracellular response. Consistent with this, the expressions of lsd90+, 
87 which is known to extend CLS when overexpressed (Ohtsuka et al. 2021c), and cbs2+, encoding the 
88 AMP-activated protein kinase (AMPK) γ-subunit (Forte et al. 2019), were also different following the 
89 TMN or MMN treatment.
90 Due to the particularly large differences in the hsp78+ expression, we continued to investigate other 
91 mitochondrial factors. We observed that TMN significantly changed the expression of mitochondria-
92 related factors compared with MMN. TMN induced tps0+, encoding a mitochondrial lipid translocator 
93 protein affecting susceptibility to a fatty acid and sterol biosynthesis inhibitor, cerulenin (Jurkiewicz et 
94 al. 2018), and tpx1+, encoding thioredoxin peroxidase (Shimasaki et al. 2014). By contrast, TMN, but 
95 not MMN, suppressed the expressions of cox7+, which is predicted to encode a cytochrome c oxidase 
96 subunit VII, and tim18+, which encodes the TIM22 inner membrane protein import complex anchor 
97 subunit (Brault et al. 2016).
98 Moreover, the TMN treatment affected more significantly the expression of certain transporters 
99 involved in nutrient uptake than the MMN treatment. TMN reduced the expression of ght5+, encoding a 

100 plasma membrane high-affinity glucose/fructose protein symporter (Kurauchi et al. 2017), and amt1+, 
101 encoding a plasma membrane ammonium transmembrane transporter (Brault et al. 2016).
102 Both TMN and MMN extend CLS at similar concentrations, but their growth-inhibiting effects are 
103 completely different. In addition, the treatment with these agents resulted in significant differences in 
104 the expressions of multiple genes. These results indicate that MMN is not a compound simply changed 
105 by the biological activity of TMN but a compound that has largely lost its growth-inhibiting effect 
106 among the two TMN functions.
107 The TMN treatment altered the expression of various mitochondrial genes, increasing that of hsp78+, 
108 tps0+, and tpx1+ and decreasing that of cox7+ and tim18+. Although some genes are induced and others 
109 are suppressed, their expression patterns are similar to those of gene expression regulation during 
110 stress. hsp78+, tps0+, and tpx1+ are induced by H2O2, cadmium, or heat stresses, whereas tim18+ is 
111 suppressed by H2O2 or cadmium stress (Chen et al. 2003). This similarity suggests that TMN affects 
112 mitochondria and triggers the stress response.
113 TMN extended CLS in the Δpka1 mutant. This result indicated that TMN activates the Sty1 pathway 
114 not mediated by PKA and contribute to CLS extension. In Saccharomyces cerevisiae, TMN does not 
115 clearly extend CLS (Hibi et al. 2018). This might be due to Hog1, a Sty1 ortholog in S. cerevisiae, 
116 which differently affects CLS depending on the conditions and does not contribute to CLS extension as 
117 clearly as Sty1 (Santos et al. 2013; Garay et al. 2014; Ohtsuka et al. 2021c). Compared with TMN, 
118 MMN induced weaker mitochondrial gene expression changes. However, as MMN-mediated CLS 
119 extension sufficiently occurs, the mitochondrial gene expression fluctuation is not related to the CLS 
120 extension by TMN and its analogs. This suggests that TMN significantly affects mitochondria in a CLS 
121 regulation-independent manner.
122
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205 Figures and Tables
206

207 Figure 1. A Tschimganine derivative, Mochimganine, extends CLS but does not inhibit cell growth.
208 (a) Tschimganine (TMN) and Mochimganine (MMN) structures. (b) TMN and MMN IC50 values. (c) 
209 JY333 (WT) and JY333Δsty1 cells were cultured in synthetic dextrose (SD) with or without 2.5-mg/L 
210 TMN or MMN. Growth (left) and CLS (right) are shown (n = 3). (d) JY333 (WT) and JY333Δpka1 
211 cells were cultured in SD with or without 2.5-mg/L TMN or MMN (n = 3). These strains are listed in 
212 Supplemental Table 1. The cells were grown in a SD medium supplemented with essential nutrients 
213 (Ohtsuka et al. 2019). The supplemental nutrient amounts were as follows: 40-µg/mL adenine and 60-
214 µg/mL leucine. The cells were grown at 30°C. To measure survival, the cells were grown in SD media, 
215 sampled during each growth phase, and then plated on yeast extract (YE) agar plates after dilution. 
216 After 4–7 days of culture at 30°C, we counted the colony numbers in 1-mL culture aliquots on a plate 
217 and related to cell turbidity at each sampling time (Ohtsuka et al. 2017). Cell growth was then 
218 monitored according to turbidity determined using a Bactomonitor (BACT-550) equipped with a 600-
219 nm filter (Nissho Electric). Data are expressed as average ± standard deviation.
220

221 Figure 2. Tschimganine causes transcriptional changes in the mitochondria and membrane transport 
222 proteins. JY1 cells were cultured in a SD medium and then transferred into a medium containing 5-
223 mg/L Tschimganine and Mochimganine. The cells were harvested at 0, 20, and 60 min after the 
224 transfer, and the ctt1+-, hsp78+-, lsd90+-, cbs2+-, tps0+-, tpx1+-, cox7+-, tim18+-, ght5+- and amt1+-
225 mRNA expressions were analyzed via real-time PCR assays (n = 3). Real-time PCR analysis was 
226 conducted as previously described (Ohtsuka et al. 2017), using the housekeeping gene cdc2+ as a 
227 control. The primers used in this study are listed in Supplemental Table 1. Data are expressed as 
228 average ± standard deviation.
229

230 Supplemental figure 1. Mochimganine (MMN) was prepared as follow: the condensation of 
231 cyclohexanol and 4-benxyloxy-3-methoxy-benzoic acid using N,N'-Dicyclohexylcarbodiimide and 
232 CH2Cl2 afforded benzylated MMN in 52% yield. The subsequent hydrogenolysis of benzylated MMN 
233 using Pd/C as a catalyst under 1 atm hydrogen atmosphere in AcOEt produced MMN in 80% yield. 
234 The nuclear magnetic resonance (NMR) results for MMN. 1H NMR (400 MHz, CDCl3) δ 7.64 (dd, J = 
235 8.0, 2.0 Hz, 1H), 7.55 (d, J = 2.0 Hz, 1H), 6.93 (d, J = 8.0 Hz, 1H), 6.00 (s, 1H), 5.04–4.95 (m, 1H), 
236 3.95 (s, 3H), 1.98–1.89 (m, 2H), 1.84–1.74 (m, 2H), 1.64–1.52 (m, 3H), 1.50–1.30 (m, 3H); 13C NMR 
237 (100 MHz, CDCl3) δ 166.8, 149.8, 146.1, 124.0, 123.2, 113.9, 111.7, 72.9, 56.1, 31.7, 25.5, 23.7; IR 
238 (neat, cm−1) 3435, 1647; HRMS (ESI, m/z) Calcd. for C14H18O4·H ([M+H]+): 251.1283, found 
239 251.1287.
240

241 Supplemental Table 1. Strains and Primers
242

243 Supplemental Table 2. RNA sequence data for all of the genes in fission yeast. JY1 cells were 
244 cultured in a SD medium and then transferred into a medium containing 5-mg/L Tschimganine and 
245 Mochimganine. The cells were harvested 60 min after the transfer. RNA sequence analyses were 
246 performed by BGI-Tech.
247
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Supplemental Table 1   Strains and Primers
List of the fission yeast strains used in this study

Strains Genotype
Schizosaccharomyces pombe
JY1 h-

JY333 h- leu1-32 ade6-M216
JY333Δsty1 h- leu1-32 ade6-M216 sty1::kanr

JY333Δpka1 h- leu1-32 ade6-M216 pka1::kanr

 Primers used in real-time PCR assay
Gene Sequence
ctt1+ TTTTAACCCTATGGCTGCGG

ATGGACGACACGTTCAGGAA
cdc2+ CCGAATTTCAGAAACTGGGG

GTATAGTTCCGCAAAGGGAC
hsp78+ GGAGCCGCTTTGGAAGAATATGGC

CTACACCAGCCGGACCAACTAAC
lsd90+ GCGCTAAGGAAACCGCCCAA

CGCCGTCATTAGCGGTGTTG
cbs2+ GCGGGCCTTTTAACGATGGC

GGCGCCAATCTTTCTTTCCAC
tps0+ CACTAGCATCTCCAAAAATTGGTGGTC

GCTGGTCCAAAGGCAGATGC
tpx1+ GGCCGACCCTAGCCATAAGG

GGGCAAACCTCACCGTGCTC
cox7+ CGCTTTCTCCAAAGCATCCACAAACC

CCCGAAAATGACTCTTCCAGAGGC
tim18+ CACGTTTAGGACTTGGAGCA

TAATACCCTCCGTAAGGCCA
ght5+ GACCATTGTCATGTTGGTCTTCG

CGCGCCGAAGAATACGAATACG
amt1+ CGCCATTGTTGCCTTTCAGTG

CGGCAAACATACCTTGGAACAC
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Supplemental Table 2  RNA sequence data for all of the genes in fission yeast 

Wild-type (JY1) cells were grown in SD medium to OD600 = 0.5 and then transferred into SD medium with dimethyl sulfoxide (DMSO) or 5.0-mg/L Tschimganine for 1 h. Total RNA was prepared using the RNeasy® Mini Kit (Qiagen). RNA-sequence analyses were conducted by BGI-Tech.

gene_id transcript_id(s)DMSO_FPKMMMN_FPKM TMN_FPKM Symbol Cellular ComponentMolecular FunctionBiological ProcessKegg OrthologyNr DescriptionDesc
2540547 NM_001022073.213884.11 14944.03 9751.4 tdh1 NA GO:0050661//NADP binding;GO:0051287//NAD binding;GO:0004365//glyceraldehyde-3-phosphate dehydrogenase (NAD+) (phosphorylating) activityGO:0006006//glucose metabolic process;GO:0006096//glycolytic processK00134//glyceraldehyde 3-phosphate dehydrogenase [EC:1.2.1.12]XP_011049071.1//glyceraldehyde-3-phosphate dehydrogenase Tdh1 [Schizosaccharomyces japonicus yFS275]glyceraldehyde-3-phosphate dehydrogenase Tdh1 (tdh1), mRNA
2540767 NM_001021589.211514.4 11717.77 5806.67 fba1 GO:0005634//nucleus;GO:0005829//cytosolGO:0004332//fructose-bisphosphate aldolase activity;GO:0008270//zinc ion bindingGO:0006096//glycolytic processK01624 XP_002172559.1//fructose-bisphosphate aldolase Fba1 [Schizosaccharomyces japonicus yFS275]fructose-bisphosphate aldolase Fba1 (fba1), mRNA
2542085 NM_001020318.28356.96 9171.48 9378.98 gpm1 GO:0005634//nucleus;GO:0005829//cytosolGO:0004619//phosphoglycerate mutase activity;GO:0046538//2,3-bisphosphoglycerate-dependent phosphoglycerate mutase activityGO:0061621//canonical glycolysis;GO:0006094//gluconeogenesis;GO:0006096//glycolytic process;GO:0043456//regulation of pentose-phosphate shuntK01834//2,3-bisphosphoglycerate-dependent phosphoglycerate mutase [EC:5.4.2.11]NP_594889.1//monomeric 2,3-bisphosphoglycerate (BPG)-dependent phosphoglycerate mutase (PGAM), Gpm1 [Schizosaccharomyces pombe 972h-]monomeric 2,3-bisphosphoglycerate (BPG)-dependent phosphoglycerate mutase (PGAM), Gpm1 (gpm1), mRNA
2539782 NM_001021810.25759.89 6091.14 10935.44 eno101 GO:0000015//phosphopyruvate hydratase complexGO:0000287//magnesium ion binding;GO:0004634//phosphopyruvate hydratase activityGO:0006096//glycolytic processK01689//enolase [EC:4.2.1.11]XP_002173323.1//enolase [Schizosaccharomyces japonicus yFS275]putative enolase (eno101), mRNA
2543585 NM_001018784.22849.82 2292.36 2000.04 met26 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005576//extracellular region;GO:0005737//cytoplasmGO:0008705//methionine synthase activity;GO:0008270//zinc ion binding;GO:0003871//5-methyltetrahydropteroyltriglutamate-homocysteine S-methyltransferase activityGO:0006534//cysteine metabolic process;GO:0050667//homocysteine metabolic process;GO:0019280//L-methionine biosynthetic process from homoserine via O-acetyl-L-homoserine and cystathionine;GO:0046084//adenine biosynthetic processK00549//5-methyltetrahydropteroyltriglutamate--homocysteine methyltransferase [EC:2.1.1.14]NP_593352.1//homocysteine methyltransferase Met26 [Schizosaccharomyces pombe 972h-]homocysteine methyltransferase Met26 (met26), mRNA
2539917 NM_001021161.23316.33 3405.72 4225.19 ef1a-c GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellular;GO:0005737//cytoplasm;GO:0005853//eukaryotic translation elongation factor 1 complexGO:0003746//translation elongation factor activity;GO:0005525//GTP binding;GO:0005516//calmodulin binding;GO:0003924//GTPase activityGO:0002182//cytoplasmic translational elongationK03231//elongation factor 1-alphaNP_595255.1//translation elongation factor EF-1 alpha Ef1a-c [Schizosaccharomyces pombe 972h-]translation elongation factor EF-1 alpha Ef1a-c (ef1a-c), mRNA
2539035 NM_001022750.23319.01 3440.04 4212.63 ef1a-a GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellular;GO:0005737//cytoplasm;GO:0005853//eukaryotic translation elongation factor 1 complexGO:0003746//translation elongation factor activity;GO:0005525//GTP binding;GO:0005516//calmodulin binding;GO:0003924//GTPase activityGO:0002182//cytoplasmic translational elongationK03231//elongation factor 1-alphaNP_587757.1//translation elongation factor EF-1 alpha Ef1a-a [Schizosaccharomyces pombe 972h-]translation elongation factor EF-1 alpha Ef1a-a (ef1a-a), mRNA
2542553 NM_001019109.23494.57 3134.68 3235.36 rps7 GO:0005840//ribosome;GO:0005634//nucleus;GO:0030686//90S preribosome;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0042274//ribosomal small subunit biogenesis;GO:0006364//rRNA processingK02993//small subunit ribosomal protein S7eNP_593677.1//40S ribosomal protein S7 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S7 (rps7), mRNA
2542651 NM_001019462.22149.35 1642.41 4117.5 SPAC24C9.12cGO:0005737//cytoplasmGO:0004372//glycine hydroxymethyltransferase activity;GO:0008168//methyltransferase activity;GO:0030170//pyridoxal phosphate bindingGO:0035999//tetrahydrofolate interconversion;GO:0006545//glycine biosynthetic processK00600//glycine hydroxymethyltransferase [EC:2.1.2.1]ODV90660.1//hypothetical protein CANCADRAFT_109062 [Tortispora caseinolytica NRRL Y-17796]putative glycine hydroxymethyltransferase (SPAC24C9.12c), mRNA
2538729 NM_001023015.23822.85 3941 4499.62 tpi1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0004807//triose-phosphate isomerase activityGO:0061621//canonical glycolysis;GO:0006098//pentose-phosphate shunt;GO:0019563//glycerol catabolic process;GO:0006094//gluconeogenesis;GO:0046166//glyceraldehyde-3-phosphate biosynthetic processK01803//triosephosphate isomerase (TIM) [EC:5.3.1.1]NP_588024.1//triosephosphate isomerase [Schizosaccharomyces pombe 972h-]triosephosphate isomerase (tpi1), mRNA
2539449 NM_001023427.23546.99 3645.13 4768.8 rps20 GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02969//small subunit ribosomal protein S20eXP_013023825.1//40S ribosomal protein S20 [Schizosaccharomyces cryophilus OY26]40S ribosomal protein S20 (rps20), mRNA
2540517 NM_001021736.23602.88 3545.34 4930.51 rpl8 GO:0005840//ribosome;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0000470//maturation of LSU-rRNA;GO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02936//large subunit ribosomal protein L7AeNP_595832.1//60S ribosomal protein L8 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L8 (rpl8), partial mRNA
3361377 NM_001018708.23388.95 3128.86 3743.88 rpl1802 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02883//large subunit ribosomal protein L18eNP_001018228.1//60S ribosomal protein L18 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L18 (rpl1802), partial mRNA
2541874 NM_001018196.33437.76 3767.37 1947 SPAC1F8.07cGO:0005622//intracellularGO:0004737//pyruvate decarboxylase activity;GO:0000287//magnesium ion binding;GO:0016831//carboxy-lyase activity;GO:0030976//thiamine pyrophosphate bindingGO:0006090//pyruvate metabolic process;GO:0006091//generation of precursor metabolites and energyK01568//pyruvate decarboxylase [EC:4.1.1.1]NP_592796.3//pyruvate decarboxylase (predicted) [Schizosaccharomyces pombe 972h-]putative pyruvate decarboxylase (SPAC1F8.07c), mRNA
2541984 NM_001019869.22771.89 2840.54 3731.48 tef102 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellular;GO:0005737//cytoplasm;GO:0005853//eukaryotic translation elongation factor 1 complexGO:0003746//translation elongation factor activity;GO:0005525//GTP binding;GO:0005516//calmodulin binding;GO:0003924//GTPase activityGO:0002182//cytoplasmic translational elongationK03231//elongation factor 1-alphaNP_595255.1//translation elongation factor EF-1 alpha Ef1a-c [Schizosaccharomyces pombe 972h-]translation elongation factor EF-1 alpha Ef1a-b (tef102), partial mRNA
2542108 NM_001019330.23215.85 3350.44 3537.21 rps13 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0070181//small ribosomal subunit rRNA binding;GO:0003735//structural constituent of ribosomeGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006412//translation;GO:0002181//cytoplasmic translationK02953//small subunit ribosomal protein S13eNP_593900.1//40S ribosomal protein S13 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S13 (rps13), mRNA
2539308 NM_001022688.23019.23 3117.97 3114.45 rpl35 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003729//mRNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K02918//large subunit ribosomal protein L35eNP_587693.1//60S ribosomal protein L35 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L35 (rpl35), mRNA
2541737 NM_001018513.23122.93 3070.62 3776.8 rps102 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02984//small subunit ribosomal protein S3AeNP_593116.1//40S ribosomal protein S1 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S1 (rps102), mRNA
2539943 NM_001022657.21998.64 1547.22 2472.22 sam1 GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0004478//methionine adenosyltransferase activityGO:0006555//methionine metabolic process;GO:0006730//one-carbon metabolic process;GO:0006556//S-adenosylmethionine biosynthetic processK00789//S-adenosylmethionine synthetase [EC:2.5.1.6]XP_013018767.1//S-adenosylmethionine synthetase [Schizosaccharomyces octosporus yFS286]S-adenosylmethionine synthetase (sam1), mRNA
2539764 NM_001022656.23623.9 3626.58 5796.04 pgk1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0004618//phosphoglycerate kinase activityGO:0061621//canonical glycolysis;GO:0006094//gluconeogenesis;GO:0006096//glycolytic processK00927//phosphoglycerate kinase [EC:2.7.2.3]NP_596730.1//phosphoglycerate kinase Pgk1 (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoglycerate kinase Pgk1 (pgk1), mRNA
2543553 NM_001018886.22876.23 2613.12 3346.26 rpl13 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02873//large subunit ribosomal protein L13eNP_593453.1//60S ribosomal protein L13 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L13 (rpl13), mRNA
2543298 NM_001019200.23081.5 3039.58 2749.17 cpc2 GO:0005840//ribosome;GO:0016020//membrane;GO:0022627//cytosolic small ribosomal subunit;GO:0005737//cytoplasmGO:0043022//ribosome binding;GO:0005080//protein kinase C binding;GO:0001965//G-protein alpha-subunit binding;GO:0004871//signal transducer activity;GO:0005092//GDP-dissociation inhibitor activityGO:0007186//G-protein coupled receptor signaling pathway;GO:0060733//regulation of eIF2 alpha phosphorylation by amino acid starvation;GO:2000766//negative regulation of cytoplasmic translation;GO:0000747//conjugation with cellular fusion;GO:0032995//regulation of fungal-type cell wall biogenesis;GO:0031954//positive regulation of protein autophosphorylation;GO:0001403//invasive growth in response to glucose limitation;GO:2001125//negative regulation of translational frameshifting;GO:1902660//negative regulation of glucose mediated signaling pathway;GO:0010389//regulation of G2/M transition of mitotic cell cycleK14753//guanine nucleotide-binding protein subunit beta-2-like 1 proteinNP_593770.1//40S ribosomal protein cpc2/RACK1 [Schizosaccharomyces pombe 972h-]40S ribosomal protein cpc2/RACK1 (cpc2), mRNA
2541445 NM_001019532.22266.39 2135.42 3547.39 ubi3 GO:0005840//ribosomeGO:0003735//structural constituent of ribosomeGO:0006412//translationK02977//small subunit ribosomal protein S27AeXP_013019479.1//ribosomal-ubiquitin fusion protein Ubi3 [Schizosaccharomyces octosporus yFS286]ubiquitin-40S ribosomal protein S31 fusion protein (ubi3), mRNA
2543307 NM_001019914.22749.44 2952.85 4453.74 rps2502 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0002181//cytoplasmic translationK02975//small subunit ribosomal protein S25eNP_594485.1//40S ribosomal protein S25 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S25 (rps2502), partial mRNA
2540806 NM_001021756.21913.58 1767.09 2525.25 rps21 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0002182//cytoplasmic translational elongation;GO:0006412//translation;GO:0000461//endonucleolytic cleavage to generate mature 3'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0002181//cytoplasmic translation;GO:0042274//ribosomal small subunit biogenesis;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingK02971//small subunit ribosomal protein S21eNP_595852.1//40S ribosomal protein S21 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S21 (rps21), mRNA
2541768 NM_001019821.22460.08 2566.2 3033.13 ubi1 NA NA NA K02927//large subunit ribosomal protein L40eKXS94618.1//hypothetical protein AC578_10643 [Mycosphaerella eumusae]ubiquitin-60S ribosomal protein L40 fusion protein (ubi1), mRNA
2539067 NM_001023426.22897.58 2873.98 2571.6 rps2 GO:0032040//small-subunit processome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunit;GO:0015935//small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02981//small subunit ribosomal protein S2eNP_588435.1//40S ribosomal protein S2 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S2 (rps2), mRNA

NR_150906.1 NR_150906.1 2261.7 2531.51 1195.75 NA GO:0031362//anchored component of external side of plasma membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneNA NA NA NP_594404.1//sequence orphan [Schizosaccharomyces pombe 972h-]non-coding RNA, poly(A)-bearing (predicted) (prl53), miscRNA
2540841 NM_001021634.22567.37 2669.03 2219.9 rpl701 GO:0005840//ribosomeNA NA K02937//large subunit ribosomal protein L7eXP_002174572.1//60S ribosomal protein L7 [Schizosaccharomyces japonicus yFS275]60S ribosomal protein L7 (rpl701), mRNA
2541218 NM_001021475.21493.29 1427.67 3343.25 SPBC8D2.18cGO:0005829//cytosolGO:0004013//adenosylhomocysteinase activity;GO:0051287//NAD bindingGO:0033353//S-adenosylmethionine cycle;GO:0019510//S-adenosylhomocysteine catabolic process;GO:0006555//methionine metabolic process;GO:0006730//one-carbon metabolic process;GO:0016259//selenocysteine metabolic processK01251//adenosylhomocysteinase [EC:3.3.1.1]NP_595580.1//adenosylhomocysteinase (predicted) [Schizosaccharomyces pombe 972h-]putative adenosylhomocysteinase (SPBC8D2.18c), mRNA
2539372 NM_001023180.22138.88 2093.07 2050.14 rpl6 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02934//large subunit ribosomal protein L6eNP_588190.1//60S ribosomal protein L6 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L6 (rpl6), mRNA
2543475 NM_001020255.22190.36 2317.82 2213.37 rpl31 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02910//large subunit ribosomal protein L31eNP_594826.1//60S ribosomal protein L31 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L31 (rpl31), mRNA
2539572 NM_001023421.22327.23 2388.85 18141.16 tpx1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0051082//unfolded protein binding;GO:0004601//peroxidase activity;GO:0008379//thioredoxin peroxidase activity;GO:0051920//peroxiredoxin activityGO:0051091//positive regulation of DNA binding transcription factor activity;GO:0061692//cellular detoxification of hydrogen peroxide;GO:0036091//positive regulation of transcription from RNA polymerase II promoter in response to oxidative stress;GO:0043433//negative regulation of DNA binding transcription factor activity;GO:0042744//hydrogen peroxide catabolic process;GO:0045454//cell redox homeostasisK03386//peroxiredoxin (alkyl hydroperoxide reductase subunit C) [EC:1.11.1.15]NP_588430.1//thioredoxin peroxidase Tpx1 [Schizosaccharomyces pombe 972h-]thioredoxin peroxidase Tpx1 (tpx1), mRNA
2539518 NM_001022857.22425.35 2345.51 642.86 rpl35a GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0008270//zinc ion binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0042273//ribosomal large subunit biogenesisK02917//large subunit ribosomal protein L35AeNP_587864.1//60S ribosomal protein L33 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L33 (rpl35a), mRNA
2542782 NM_001018520.22081.24 2448.49 1246.08 rpl44 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02903//large subunit ribosomal protein L28eNP_593124.1//ribosomal L28e protein family domain-containing protein [Schizosaccharomyces pombe 972h-]ribosomal L28e protein family domain-containing protein (rpl44), mRNA
2539384 NM_001022757.22455.83 2725.23 1213.5 SPCC553.10 NA NA NA K19849;K01183//chitinase [EC:3.2.1.14]ORY49598.1//hypothetical protein BCR33DRAFT_763325 [Rhizoclosmatium globosum]uncharacterized protein (SPCC553.10), mRNA
2542789 NM_001019727.22200.09 2154.7 2959.23 rpl42 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02929//large subunit ribosomal protein L44eNP_594304.1//60S ribosomal protein L42 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L42 (rpl42), mRNA
2539186 NM_001022914.22274.71 2448.01 2116.64 rpl1201 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02870//large subunit ribosomal protein L12eNP_587897.1//60S ribosomal protein L12 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L12 (rpl1201), mRNA
2543557 NM_001019767.22764.3 2898.19 1803.43 pyk1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0030955//potassium ion binding;GO:0000287//magnesium ion binding;GO:0004743//pyruvate kinase activity;GO:0005524//ATP binding;GO:0016301//kinase activityGO:0061621//canonical glycolysis;GO:0042866//pyruvate biosynthetic processK00873//pyruvate kinase [EC:2.7.1.40]NP_594346.1//pyruvate kinase (predicted) [Schizosaccharomyces pombe 972h-]putative pyruvate kinase (pyk1), mRNA
5802952 NM_001356158.12415.05 2422.98 2004.13 rpl801 GO:0005840//ribosomeGO:0003735//structural constituent of ribosomeGO:0006412//translationK02938//large subunit ribosomal protein L8eXP_013024136.1//60s ribosomal protein k5 [Schizosaccharomyces cryophilus OY26]putative 60S ribosomal protein L8 (rpl801), mRNA
2542006 NM_001019870.22154.92 2093.29 2095.03 rpl1602 GO:0015934//large ribosomal subunit;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003729//mRNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02872//large subunit ribosomal protein L13AeNP_594441.1//60S ribosomal protein L16 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L16 (rpl1602), mRNA
2540274 NM_001021548.22236.54 2268.69 2526.03 rpl26 GO:0005634//nucleus;GO:0015934//large ribosomal subunit;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0042273//ribosomal large subunit biogenesisK02898//large subunit ribosomal protein L26eNP_595654.1//60S ribosomal protein L26 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L26 (rpl26), mRNA
2541296 NM_001022434.22237.87 2392.51 2230.3 rpp201 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0002182//cytoplasmic translational elongation;GO:0002181//cytoplasmic translation;GO:0006414//translational elongationK02943//large subunit ribosomal protein LP2NP_596513.1//60S acidic ribosomal protein P2A [Schizosaccharomyces pombe 972h-]60S acidic ribosomal protein P2A (rpp201), mRNA
3361354 NM_001022630.31632.14 1596.08 746.64 ilv5 GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0016853//isomerase activity;GO:0004455//ketol-acid reductoisomerase activityGO:0009099//valine biosynthetic process;GO:0006551//leucine metabolic process;GO:0009097//isoleucine biosynthetic processK00053//ketol-acid reductoisomerase [EC:1.1.1.86]NP_001018845.2//acetohydroxyacid reductoisomerase (predicted) [Schizosaccharomyces pombe 972h-]putative acetohydroxyacid reductoisomerase (ilv5), mRNA
2539331 NM_001023003.22199.49 2325.35 2973.64 rps1702 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0002182//cytoplasmic translational elongation;GO:0042254//ribosome biogenesis;GO:0000028//ribosomal small subunit assembly;GO:0006412//translation;GO:0002181//cytoplasmic translationK02962//small subunit ribosomal protein S17eNP_588012.1//40S ribosomal protein S17 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S17 (rps1702), partial mRNA
2541989 NM_001019867.22071.92 2177.64 3504.58 rpl3401 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02915//large subunit ribosomal protein L34eNP_594438.1//60S ribosomal protein L34 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L34 (rpl3401), mRNA
2540199 NM_001021346.22009.34 1973.86 1825.65 sks2 NA NA NA K03283//heat shock 70kDa protein 1/2/6/8XP_019022133.1//heat shock protein sks2 [Saitoella complicata NRRL Y-17804]ribosome-associated molecular chaperone Sks2 (sks2), mRNA
2540447 NM_001022513.21975.49 1918.61 2310.81 rps1901 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0000028//ribosomal small subunit assembly;GO:0006412//translation;GO:0002181//cytoplasmic translationK02966//small subunit ribosomal protein S19eNP_596593.1//40S ribosomal protein S19 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S19 (rps1901), mRNA
2540051 NM_001021513.21796.45 1989.2 2012.17 act1 GO:0000812//Swr1 complex;GO:0035267//NuA4 histone acetyltransferase complex;GO:0051286//cell tip;GO:0043332//mating projection tip;GO:0031011//Ino80 complex;GO:0032153//cell division site;GO:0048471//perinuclear region of cytoplasm;GO:0005884//actin filament;GO:0030479//actin cortical patch;GO:0032432//actin filament bundle;GO:0005628//prospore membrane;GO:0005826//actomyosin contractile ringGO:0005524//ATP binding;GO:0042802//identical protein binding;GO:0004402//histone acetyltransferase activity;GO:0005200//structural constituent of cytoskeletonGO:1903475//mitotic actomyosin contractile ring assembly;GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0006338//chromatin remodeling;GO:0043486//histone exchange;GO:0000011//vacuole inheritance;GO:0043044//ATP-dependent chromatin remodeling;GO:0006897//endocytosis;GO:0030476//ascospore wall assembly;GO:0006281//DNA repair;GO:0016573//histone acetylation;GO:0030010//establishment of cell polarity;GO:0060303//regulation of nucleosome density;GO:0009306//protein secretion;GO:0034599//cellular response to oxidative stress;GO:0000916//actomyosin contractile ring contraction;GO:0001300//chronological cell agingK05692//actin beta/gamma 1NP_595618.1//actin Act1 [Schizosaccharomyces pombe 972h-]actin Act1 (act1), mRNA
2539225 NM_001023412.24491.89 3679.02 5104 ssa2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0051082//unfolded protein binding;GO:0016887//ATPase activityGO:1900035//negative regulation of cellular response to heat;GO:0006457//protein folding;GO:0002181//cytoplasmic translation;GO:0042026//protein refolding;GO:0061077//chaperone-mediated protein foldingK03283//heat shock 70kDa protein 1/2/6/8NP_588421.1//heat shock protein Ssa2 (predicted) [Schizosaccharomyces pombe 972h-]putative heat shock protein Ssa2 (ssa2), mRNA
2539797 NM_001023783.21729.91 1637.12 1638.43 rps3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunit;GO:0015935//small ribosomal subunitGO:0003723//RNA binding;GO:0003684//damaged DNA binding;GO:0003735//structural constituent of ribosome;GO:0008534//oxidized purine nucleobase lesion DNA N-glycosylase activityGO:0006281//DNA repair;GO:0006412//translation;GO:0002181//cytoplasmic translationK02985//small subunit ribosomal protein S3eNP_596763.1//40S ribosomal protein S3 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S3 (rps3), mRNA
2540870 NM_001022640.21862.85 1867.91 1840.42 rpl1901 GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02885//large subunit ribosomal protein L19eNP_596715.1//60S ribosomal protein L19 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L19 (rpl1901), mRNA
2539548 NM_001022899.22006.68 1992.76 2454.1 rpl2802 GO:0005634//nucleus;GO:0015934//large ribosomal subunit;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunit;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02900//large subunit ribosomal protein L27Ae;K11273//chromosome transmission fidelity protein 1 [EC:3.6.4.13]NP_587907.1//60S ribosomal protein L28 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L28 (rpl2802), mRNA
2543380 NM_001019130.21956.13 1847.67 1636.17 rpl901 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0006412//translation;GO:0002181//cytoplasmic translationK02940//large subunit ribosomal protein L9eNP_593698.1//60S ribosomal protein L9 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L9 (rpl901), mRNA
2543581 NM_001019562.22033.86 2061.8 1923.46 rps602 GO:0005840//ribosomeGO:0003735//structural constituent of ribosomeGO:0006412//translationK02991//small subunit ribosomal protein S6eXP_013019448.1//40S ribosomal protein S6 [Schizosaccharomyces octosporus yFS286]40S ribosomal protein S6 (rps602), mRNA
2539523 NM_001023171.21625.32 1966.26 3238.66 htb1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0000786//nucleosome;GO:0000788//nuclear nucleosomeGO:0003677//DNA binding;GO:0046982//protein heterodimerization activityGO:0006325//chromatin organizationK11252//histone H2BNP_588181.1//histone H2B Htb1 [Schizosaccharomyces pombe 972h-]histone H2B Htb1 (htb1), mRNA
2539743 NM_001023802.21877.85 1746.97 1471.63 SPBC16A3.08cGO:0005829//cytosolGO:0051880//G-quadruplex DNA bindingGO:0031929//TOR signalingK13199//plasminogen activator inhibitor 1 RNA-binding proteinBAA13771.1//unnamed protein product, partial [Schizosaccharomyces pombe]protein stm1 (SPBC16A3.08c), mRNA
2542939 NM_001019702.22004.95 1956.19 2599.15 rps5 GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunit;GO:0015935//small ribosomal subunitGO:0003723//RNA binding;GO:0003729//mRNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0000028//ribosomal small subunit assembly;GO:0006412//translation;GO:0002181//cytoplasmic translationK02989//small subunit ribosomal protein S5eNP_594279.1//40S ribosomal protein S5 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S5 (rps5), mRNA
2542265 NM_001018904.22016.6 1911.87 1791.62 rpl301 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02925//large subunit ribosomal protein L3eNP_593471.1//60S ribosomal protein L3 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L3 (rpl301), mRNA
2541344 NM_001022431.21790.31 1823.86 1024.23 rpl402 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02930//large subunit ribosomal protein L4eNP_596510.1//60S ribosomal protein L4 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L4 (rpl402), mRNA
2540232 NM_001022048.21674.76 1857.82 2367.72 tif512 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022626//cytosolic ribosomeGO:0008079//translation termination factor activity;GO:0043022//ribosome binding;GO:0003723//RNA binding;GO:0003746//translation elongation factor activityGO:0002182//cytoplasmic translational elongation;GO:0006452//translational frameshifting;GO:0045905//positive regulation of translational termination;GO:0045901//positive regulation of translational elongation;GO:0002184//cytoplasmic translational terminationK03263//translation initiation factor 5ANP_596130.2//translation elongation factor eIF5A (predicted) [Schizosaccharomyces pombe 972h-]putative translation elongation factor eIF5A (tif512), mRNA
2542012 NM_001019064.21861.51 1930.79 1894.44 rps23 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0022627//cytosolic small ribosomal subunit;GO:0015935//small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02973//small subunit ribosomal protein S23eBAA19233.1//ribosomal protein S23 homolog, partial [Schizosaccharomyces pombe]40S ribosomal protein S23 (rps23), mRNA
3361064 NM_001023048.31656.78 1861.64 1894.23 rps1802 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0022627//cytosolic small ribosomal subunit;GO:0015935//small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02964//small subunit ribosomal protein S18eNP_596506.1//40S ribosomal protein S18 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S18 (rps1802), mRNA
2539222 NM_001022883.21879.79 1927.11 1891.82 rpl101 GO:0015934//large ribosomal subunit;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0000470//maturation of LSU-rRNA;GO:0006412//translation;GO:0002181//cytoplasmic translationK02865//large subunit ribosomal protein L10AeNP_587891.1//60S ribosomal protein L1 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L1 (rpl101), mRNA
2541172 NM_001022238.21713.25 1539.8 2447.49 rpl29 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02905//large subunit ribosomal protein L29eNP_596316.1//60S ribosomal protein L29 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L29 (rpl29), partial mRNA
2539275 NM_001023293.21729.66 1656.95 2120.56 tef5 GO:0005829//cytosol;GO:0005853//eukaryotic translation elongation factor 1 complexGO:0003746//translation elongation factor activity;GO:0005085//guanyl-nucleotide exchange factor activityGO:0002182//cytoplasmic translational elongationK03232//elongation factor 1-betaNP_588303.1//translation elongation factor EF-1 beta subunit (eEF1B) [Schizosaccharomyces pombe 972h-]translation elongation factor EF-1 beta subunit (eEF1B) (tef5), mRNA
2538849 NM_001022709.21838.55 1818.12 2064.25 rpl2402 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:1902626//assembly of large subunit precursor of preribosome;GO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02896//large subunit ribosomal protein L24eNP_587714.1//60S ribosomal protein L24 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L24 (rpl2402), mRNA
2539848 NM_001021803.21553.28 1654.64 1838.63 rps2402 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0002182//cytoplasmic translational elongation;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0006364//rRNA processingK02974//small subunit ribosomal protein S24eBAA28751.1//ribosomal protein S24 homolog, partial [Schizosaccharomyces pombe]40S ribosomal protein S24 (rps2402), mRNA
2540795 NM_001021754.21744.9 1848.28 2386.93 rpl1001 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02866//large subunit ribosomal protein L10eNP_595850.1//60S ribosomal protein L10 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L10 (rpl1001), mRNA
2542629 NM_001018346.21732.11 1761.81 2077.16 rps901 GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunit;GO:0015935//small ribosomal subunitGO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0045903//positive regulation of translational fidelityK02997//small subunit ribosomal protein S9eNP_592945.1//40S ribosomal protein S9 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S9 (rps901), mRNA
2540682 NM_001021012.21704.57 1656.1 2197.72 rpl4301 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0046872//metal ion binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02921//large subunit ribosomal protein L37AeNP_595105.1//60S ribosomal protein L43 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L43 (rpl4301), mRNA
2543642 NM_001019604.21843.87 1748.69 1426.09 rpl501 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosome;GO:0008097//5S rRNA bindingGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02932//large subunit ribosomal protein L5eNP_594180.1//60S ribosomal protein L5 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L5 (rpl501), mRNA
2541491 NM_001019948.21647.57 1666.95 2304.72 rps801 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0002182//cytoplasmic translational elongation;GO:0042254//ribosome biogenesis;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006412//translation;GO:0002181//cytoplasmic translationK02995//small subunit ribosomal protein S8eNP_594519.1//40S ribosomal protein S8 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S8 (rps801), mRNA
2543350 NM_001018667.2549.59 490.57 147.05 SPAC56E4.03GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0047536//2-aminoadipate transaminase activity;GO:0080130//L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0008793//aromatic-amino-acid:2-oxoglutarate aminotransferase activity;GO:0008483//transaminase activity;GO:0030170//pyridoxal phosphate bindingGO:0009072//aromatic amino acid family metabolic process;GO:0009058//biosynthetic processK00838 NP_593270.1//aromatic aminotransferase (predicted) [Schizosaccharomyces pombe 972h-]putative aromatic aminotransferase (SPAC56E4.03), mRNA
2538971 NM_001023128.21276.47 1541.11 3687.38 SPCC1322.10NA NA NA K19898 XP_002175619.1//hypothetical protein SJAG_04525 [Schizosaccharomyces japonicus yFS275]cell wall protein Pwp1 (SPCC1322.10), mRNA
2540358 NM_001021608.21559.14 1590.72 1385.53 rpl1701 GO:0015934//large ribosomal subunit;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02880//large subunit ribosomal protein L17eNP_595711.1//60S ribosomal protein L17 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L17 (rpl1701), mRNA
2540083 NM_001021190.21456.44 1531.98 3310.21 ubc4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0043224//nuclear SCF ubiquitin ligase complexGO:0016627//oxidoreductase activity, acting on the CH-CH group of donors;GO:0005524//ATP binding;GO:0050660//flavin adenine dinucleotide binding;GO:0061631//ubiquitin conjugating enzyme activity;GO:0004842//ubiquitin-protein transferase activityGO:0035103//sterol regulatory element binding protein cleavage;GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0060049//regulation of protein glycosylation;GO:0031146//SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0000209//protein polyubiquitinationK06689//ubiquitin-conjugating enzyme E2 D [EC:2.3.2.23];K00252//glutaryl-CoA dehydrogenase [EC:1.3.8.6]NP_595283.1//ubiquitin conjugating enzyme Ubc4 [Schizosaccharomyces pombe 972h-]ubiquitin-conjugating enzyme Ubc4 (ubc4), mRNA
2540015 NM_001021112.21690.35 1729.19 2107.95 rps1202 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02951//small subunit ribosomal protein S12eNP_595206.1//40S ribosomal protein S12 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S12 (rps1202), mRNA
2540649 NM_001022270.21635.53 1666.34 1387.99 rps401 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0006412//translation;GO:0002181//cytoplasmic translationK02987//small subunit ribosomal protein S4eNP_596350.1//40S ribosomal protein S4 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S4 (rps401), mRNA
2542538 NM_001019351.21536.44 1449.26 2237.79 rps2602 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003729//mRNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02976//small subunit ribosomal protein S26eNP_593922.1//40S ribosomal protein S26 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S26 (rps2602), mRNA
2542425 NM_001019353.21569.22 1584.74 2363.44 rpl14 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0042273//ribosomal large subunit biogenesisK02875//large subunit ribosomal protein L14eNP_593924.1//60S ribosomal protein L14 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L14 (rpl14), mRNA
2538892 NM_001022952.21533.68 1554.27 1661.82 rps1501 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0022627//cytosolic small ribosomal subunit;GO:0015935//small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0000028//ribosomal small subunit assembly;GO:0000056//ribosomal small subunit export from nucleus;GO:0006412//translation;GO:0002181//cytoplasmic translationK02958//small subunit ribosomal protein S15eNP_587961.1//40S ribosomal protein S15 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S15 (rps1501), mRNA
2540269 NM_001021559.21406.91 1661.42 3762.62 ppi1 GO:0005634//nucleus;GO:0005829//cytosolGO:0003755//peptidyl-prolyl cis-trans isomerase activityGO:0006457//protein foldingK01802//peptidylprolyl isomerase [EC:5.2.1.8]NP_595664.1//cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp2 [Schizosaccharomyces pombe 972h-]cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp2 (ppi1), mRNA
2539969 NM_001021121.21334.45 1322.57 2332.36 rps27 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0046872//metal ion binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0000028//ribosomal small subunit assembly;GO:0006412//translation;GO:0002181//cytoplasmic translationK02978//small subunit ribosomal protein S27eNP_595214.1//40S ribosomal protein S27 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S27 (rps27), mRNA
2538883 NM_001022843.21602.48 1557.85 1720.27 rpl3601 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02920//large subunit ribosomal protein L36eNP_587850.1//60S ribosomal protein L36 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L36 (rpl3601), mRNA
2539470 NM_001023429.21642.64 1624.62 1592.5 rpl15 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02877//large subunit ribosomal protein L15eNP_588438.1//60S ribosomal protein L15 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L15 (rpl15), mRNA
2540461 NM_001022352.21085.77 1144.35 1770.23 mmf1 GO:0005634//nucleus;GO:0005739//mitochondrion;GO:0005737//cytoplasmNA GO:0009097//isoleucine biosynthetic processK06965//protein pelota;K09022//2-iminobutanoate/2-iminopropanoate deaminase [EC:3.5.99.10]NP_596433.1//YjgF family protein Mmf1 [Schizosaccharomyces pombe 972h-]YjgF family protein Mmf1 (mmf1), mRNA
2542948 NM_001020283.21653.3 1489.96 883.17 SPAC1006.07GO:0005829//cytosolGO:0003743//translation initiation factor activity;GO:0005524//ATP binding;GO:0004386//helicase activityGO:0002183//cytoplasmic translational initiationK03257//translation initiation factor 4AXP_018179910.1//eukaryotic initiation factor 4A [Purpureocillium lilacinum]putative translation initiation factor eIF4A (SPAC1006.07), mRNA
2543293 NM_001019843.21665.39 1621.05 1581.94 rps002 GO:0005634//nucleus;GO:0030686//90S preribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0000028//ribosomal small subunit assembly;GO:0006407//rRNA export from nucleus;GO:0006412//translation;GO:0000461//endonucleolytic cleavage to generate mature 3'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0002181//cytoplasmic translation;GO:0042274//ribosomal small subunit biogenesis;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K02998//small subunit ribosomal protein SAeNP_594413.1//40S ribosomal protein S0B [Schizosaccharomyces pombe 972h-]40S ribosomal protein S0B (rps002), mRNA
2538902 NM_001023234.22452.12 2524.66 2186.41 adh1 GO:0005737//cytoplasmGO:0004022//alcohol dehydrogenase (NAD) activity;GO:0008270//zinc ion binding;GO:0016491//oxidoreductase activityGO:0043458//ethanol biosynthetic process involved in glucose fermentation to ethanol;GO:0006116//NADH oxidationK13953//alcohol dehydrogenase, propanol-preferring [EC:1.1.1.1]NP_588244.1//alcohol dehydrogenase Adh1 [Schizosaccharomyces pombe 972h-]alcohol dehydrogenase Adh1 (adh1), mRNA
3361259 NM_001021500.21305.4 1321.18 1225.48 rps1002 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0000028//ribosomal small subunit assembly;GO:0000054//ribosomal subunit export from nucleus;GO:0002181//cytoplasmic translationK02947//small subunit ribosomal protein S10eNP_595605.1//40S ribosomal protein S10 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S10 (rps1002), mRNA
2542848 NM_001018991.21336.04 1439.36 1822.42 rpl3001 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0030627//pre-mRNA 5'-splice site binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0048025//negative regulation of mRNA splicing, via spliceosome;GO:0006364//rRNA processingK02908//large subunit ribosomal protein L30eNP_593558.1//60S ribosomal protein L30 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L30 (rpl3001), mRNA
2539286 NM_001023129.21560.07 1564.73 853.4 rpl2302 GO:0005840//ribosome;GO:0005634//nucleus;GO:0022625//cytosolic large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosome;GO:0070180//large ribosomal subunit rRNA bindingGO:0006412//translation;GO:0002181//cytoplasmic translationK02894//large subunit ribosomal protein L23eNP_588139.1//60S ribosomal protein L23 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L23 (rpl2302), mRNA
2541229 NM_001021151.21391.75 1402.74 933.1 rps1701 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0002182//cytoplasmic translational elongation;GO:0042254//ribosome biogenesis;GO:0000028//ribosomal small subunit assembly;GO:0006412//translation;GO:0002181//cytoplasmic translationK02962//small subunit ribosomal protein S17eNP_595245.1//40S ribosomal protein S17 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S17 (rps1701), mRNA
2543354 NM_001018497.21504.41 1437.62 1634.58 rps802 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0002182//cytoplasmic translational elongation;GO:0042254//ribosome biogenesis;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006412//translation;GO:0002181//cytoplasmic translationK02995//small subunit ribosomal protein S8eNP_593100.1//40S ribosomal protein S8 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S8 (rps802), mRNA
2542029 NM_001019591.21444.92 1525.57 1722.62 rad24 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:1990023//mitotic spindle midzone;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004864//protein phosphatase inhibitor activity;GO:0019904//protein domain specific bindingGO:0051220//cytoplasmic sequestering of protein;GO:0044878//mitotic cytokinesis checkpoint;GO:0007095//mitotic G2 DNA damage checkpoint;GO:0043433//negative regulation of DNA binding transcription factor activity;GO:0031031//positive regulation of septation initiation signaling;GO:1905481//cytoplasmic sequestering of protein involved in mitotic DNA replication checkpoint;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0051321//meiotic cell cycle;GO:0034613//cellular protein localization;GO:0010515//negative regulation of induction of conjugation with cellular fusion;GO:0046826//negative regulation of protein export from nucleus;GO:1905507//cytoplasmic sequestering of protein involved in mitotic G2 DNA damage checkpointK06630//14-3-3 protein epsilonNP_594167.1//14-3-3 protein Rad24 [Schizosaccharomyces pombe 972h-]14-3-3 protein Rad24 (rad24), mRNA
3361295 NM_001021901.31243.24 1319.68 685.13 rpl35b GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0008270//zinc ion binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0042273//ribosomal large subunit biogenesisK02917//large subunit ribosomal protein L35AeNP_001018813.2//60S ribosomal protein L33 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L33 (rpl35b), mRNA
2539704 NM_001355950.1515.84 452.4 370.9 asn1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0042803//protein homodimerization activity;GO:0004066//asparagine synthase (glutamine-hydrolyzing) activityGO:0070981//L-asparagine biosynthetic process;GO:0006541//glutamine metabolic process;GO:0006529//asparagine biosynthetic processK01953//asparagine synthase (glutamine-hydrolysing) [EC:6.3.5.4]NP_595291.1//asparagine synthetase [Schizosaccharomyces pombe 972h-]asparagine synthetase (asn1), mRNA
2539701 NM_001021076.21301.37 1370.24 1421.83 rpl2501 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunit;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02893//large subunit ribosomal protein L23AeNP_595167.1//60S ribosomal protein L25 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L25 (rpl2501), mRNA
2543180 NM_001019377.21108.39 811.67 1824.11 rpl4102 NA NA NA K02928//large subunit ribosomal protein L41eNA 60S ribosomal protein L41 (rpl4102), mRNA
2542298 NM_001020309.21476.24 1322.64 997.93 SPAC29A4.02cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0003746//translation elongation factor activityGO:0002182//cytoplasmic translational elongation;GO:0006749//glutathione metabolic processK03233//elongation factor 1-gammaNP_594880.1//translation elongation factor EF-1 gamma subunit [Schizosaccharomyces pombe 972h-]translation elongation factor EF-1 gamma subunit (SPAC29A4.02c), mRNA
2542475 NM_001019749.21182.93 1153.36 1006.01 SPAC1F12.02cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:1990624//guanyl nucleotide exchange factor inhibitor activity;GO:0005509//calcium ion binding;GO:0008017//microtubule bindingGO:0030154//cell differentiation;GO:0002181//cytoplasmic translationNA NP_594328.1//translationally-controlled tumor protein [Schizosaccharomyces pombe 972h-]translationally-controlled tumor protein (SPAC1F12.02c), mRNA
2541712 NM_001019635.21498.32 1513.06 2111.7 rps502 GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunit;GO:0015935//small ribosomal subunitGO:0003723//RNA binding;GO:0003729//mRNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0000028//ribosomal small subunit assembly;GO:0006412//translation;GO:0002181//cytoplasmic translationK02989//small subunit ribosomal protein S5eNP_594212.1//40S ribosomal protein S5 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S5 (rps502), mRNA
2543021 NM_001020371.21589.79 1581.43 1468.96 rpl22 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02891//large subunit ribosomal protein L22eNP_594940.1//60S ribosomal protein L22 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L22 (rpl22), mRNA
2539678 NM_001022317.21483.18 1453.4 1480.5 rpl1801 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02883//large subunit ribosomal protein L18eNP_596397.1//60S ribosomal protein L18 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L18 (rpl1801), mRNA
2540965 NM_001021424.21372.28 1323.8 1422.67 rps2501 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0002181//cytoplasmic translationK02975//small subunit ribosomal protein S25eNP_595515.1//40S ribosomal protein S25 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S25 (rps2501), mRNA
2539815 NM_001022377.2552.03 479.89 257.44 lys4 NA GO:0004410//homocitrate synthase activityGO:0019878//lysine biosynthetic process via aminoadipic acidK01655 GAO52018.1//hypothetical protein G7K_6106-t1 [Saitoella complicata NRRL Y-17804]putative homocitrate synthase (lys4), mRNA
2541156 NM_001022059.21075.26 1068.11 1030.85 rpl2701 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02901//large subunit ribosomal protein L27eNP_596141.1//60S ribosomal protein L27 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L27 (rpl2701), mRNA
2540587 NM_001021779.2975.45 951.84 1682.38 rpp202 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0002182//cytoplasmic translational elongation;GO:0002181//cytoplasmic translation;GO:0006414//translational elongationK02943//large subunit ribosomal protein LP2NP_595873.1//60S acidic ribosomal protein P2B [Schizosaccharomyces pombe 972h-]60S acidic ribosomal protein P2B (rpp202), mRNA
2542138 NM_001019482.21118.19 1032.81 1211.53 SPAC589.10cGO:0005840//ribosomeGO:0003735//structural constituent of ribosomeGO:0006412//translationK02977//small subunit ribosomal protein S27AeXP_013019479.1//ribosomal-ubiquitin fusion protein Ubi3 [Schizosaccharomyces octosporus yFS286]ubiquitin-40S ribosomal protein S31 fusion protein (SPAC589.10c), mRNA
2543337 NM_001019600.21226.56 1188.38 1449.58 rpl2102 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02889//large subunit ribosomal protein L21eNP_594175.1//60S ribosomal protein L21 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L21 (rpl2102), mRNA
5802781 NM_001021635.21317.57 1322.1 1580.82 rps1402 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0070181//small ribosomal subunit rRNA binding;GO:0048027//mRNA 5'-UTR binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0000028//ribosomal small subunit assembly;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006412//translation;GO:0002181//cytoplasmic translationK02955//small subunit ribosomal protein S14eNP_595737.1//40S ribosomal protein S14 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S14 (rps1402), mRNA
2542725 NM_001018768.21306.08 1320.32 1335.77 rpl2001 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02882//large subunit ribosomal protein L18AeNP_593336.1//60S ribosomal protein L20 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L20 (rpl2001), mRNA
2543515 NM_001020184.21276.41 1411.99 883.92 btf3 GO:0005634//nucleus;GO:0042788//polysomal ribosome;GO:0005854//nascent polypeptide-associated complex;GO:0005829//cytosolNA GO:0051083//'de novo' cotranslational protein folding;GO:0006355//regulation of transcription, DNA-templated;GO:0006613//cotranslational protein targeting to membrane;GO:0006351//transcription, DNA-templatedK01527//nascent polypeptide-associated complex subunit betaNP_594757.1//nascent polypeptide-associated complex beta subunit [Schizosaccharomyces pombe 972h-]nascent polypeptide-associated complex beta subunit (btf3), mRNA
2543066 NM_001018865.21050.66 1261.29 623.66 rds1 GO:0005783//endoplasmic reticulumNA NA NA NP_593432.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]protein rds1 (rds1), mRNA
2539846 NM_001021806.21111.16 1165.45 632.12 rpl1102 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunit;GO:0022627//cytosolic small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02868//large subunit ribosomal protein L11eNP_595899.1//60S ribosomal protein L11 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L11 (rpl1102), mRNA
2539680 NM_001022319.21267.57 1231.58 901.04 rpl502 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosome;GO:0008097//5S rRNA bindingGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02932//large subunit ribosomal protein L5eNP_596399.1//60S ribosomal protein L5 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L5 (rpl502), mRNA
3361538 NM_001356021.11214.6 1284.35 1309.1 ecm33 GO:0009277//fungal-type cell wall;GO:0009986//cell surface;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005576//extracellular region;GO:0005886//plasma membrane;GO:0031225//anchored component of membraneNA GO:0031505//fungal-type cell wall organization;GO:0035556//intracellular signal transductionK19898 XP_001713055.1//cell wall protein Ecm33 [Schizosaccharomyces pombe 972h-]cell wall protein Ecm33 (ecm33), mRNA
2543686 NM_001019046.21173.15 1731.27 13182.53 obr1 GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0010181//FMN binding;GO:0003955//NAD(P)H dehydrogenase (quinone) activityGO:0030466//chromatin silencing at silent mating-type cassetteK03809 NP_593615.1//ubiquitinated histone-like protein Uhp1 [Schizosaccharomyces pombe 972h-]ubiquitinated histone-like protein Uhp1 (obr1), mRNA
2541570 NM_001019542.21263.76 1215.05 802.83 rpl2401 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:1902626//assembly of large subunit precursor of preribosome;GO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02896//large subunit ribosomal protein L24eNP_594118.1//60S ribosomal protein L24 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L24 (rpl2401), mRNA
2543085 NM_001018254.21328.85 1147.83 269.31 rps2601 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003729//mRNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02976//small subunit ribosomal protein S26eNP_592853.1//40S ribosomal protein S26 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S26 (rps2601), mRNA
2542870 NM_001018234.21396.53 1363.46 1011.1 rps601 GO:0005840//ribosomeGO:0003735//structural constituent of ribosomeGO:0006412//translationK02991//small subunit ribosomal protein S6eXP_013022572.1//40S ribosomal protein S6 [Schizosaccharomyces cryophilus OY26]40S ribosomal protein S6 (rps601), mRNA
2539178 NM_001022800.21310.86 1293.06 895.91 rpl1902 GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02885//large subunit ribosomal protein L19eNP_587807.1//60S ribosomal protein L19 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L19 (rpl1902), mRNA
2541838 NM_001018631.21243.44 1269.87 1045.06 rps2201 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02957//small subunit ribosomal protein S15AeNP_593234.1//40S ribosomal protein S22 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S22 (rps2201), mRNA
2542698 NM_001356155.11761.31 2013.77 920.38 SPAC26H5.09cGO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityGO:0006740//NADPH regenerationK00010//myo-inositol 2-dehydrogenase / D-chiro-inositol 1-dehydrogenase [EC:1.1.1.18 1.1.1.369];K00545//catechol O-methyltransferase [EC:2.1.1.6]NP_594456.1//gfo/idh/mocA family oxidoreductase (predicted) [Schizosaccharomyces pombe 972h-]putative gfo/idh/mocA family oxidoreductase (SPAC26H5.09c), mRNA
2540455 NM_001022605.21334.28 1324.01 1595.63 gpd1 GO:0005634//nucleus;GO:0009331//glycerol-3-phosphate dehydrogenase complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0051287//NAD binding;GO:0042803//protein homodimerization activity;GO:0004367//glycerol-3-phosphate dehydrogenase [NAD+] activityGO:0071470//cellular response to osmotic stress;GO:0046168//glycerol-3-phosphate catabolic process;GO:0006114//glycerol biosynthetic process;GO:0009992//cellular water homeostasis;GO:0006116//NADH oxidationK00006//glycerol-3-phosphate dehydrogenase (NAD+) [EC:1.1.1.8]NP_596682.1//glycerol-3-phosphate dehydrogenase Gpd1 [Schizosaccharomyces pombe 972h-]glycerol-3-phosphate dehydrogenase Gpd1 (gpd1), mRNA
2540812 NM_001021636.21171.79 1151.43 1012.28 rps1601 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006412//translation;GO:0002181//cytoplasmic translationK02960//small subunit ribosomal protein S16eNP_595738.1//40S ribosomal protein S16 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S16 (rps1601), mRNA
2542093 NM_001019571.21284.37 1304.02 1309.59 rpl2002 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02882//large subunit ribosomal protein L18AeNP_593336.1//60S ribosomal protein L20 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L20 (rpl2002), mRNA
2543559 NM_001018885.21223.32 1242.14 1432.42 rps1602 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006412//translation;GO:0002181//cytoplasmic translationK02960//small subunit ribosomal protein S16eNP_595738.1//40S ribosomal protein S16 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S16 (rps1602), mRNA
2542694 NM_001019886.21416.48 1233.83 1291.03 tif51 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022626//cytosolic ribosomeGO:0008079//translation termination factor activity;GO:0043022//ribosome binding;GO:0003723//RNA binding;GO:0003746//translation elongation factor activityGO:0002182//cytoplasmic translational elongation;GO:0006452//translational frameshifting;GO:0045905//positive regulation of translational termination;GO:0045901//positive regulation of translational elongation;GO:0002184//cytoplasmic translational terminationK03263//translation initiation factor 5ANP_594457.1//translation elongation factor eIF5A (predicted) [Schizosaccharomyces pombe 972h-]putative translation elongation factor eIF5A (tif51), mRNA
2539147 NM_001023174.2771.31 808.66 386.44 gdh1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004354//glutamate dehydrogenase (NADP+) activityGO:0097054//L-glutamate biosynthetic process;GO:0006520//cellular amino acid metabolic process;GO:0006537//glutamate biosynthetic process;GO:0019676//ammonia assimilation cycleK00262//glutamate dehydrogenase (NADP+) [EC:1.4.1.4]NP_588184.1//NADP-specific glutamate dehydrogenase Gdh1 (predicted) [Schizosaccharomyces pombe 972h-]putative NADP-specific glutamate dehydrogenase Gdh1 (gdh1), mRNA
2541175 NM_001021159.21267.06 1234.57 709.62 rpl1601 GO:0015934//large ribosomal subunit;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003729//mRNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02872//large subunit ribosomal protein L13AeNP_595253.1//60S ribosomal protein L16 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L16 (rpl1601), mRNA
2542463 NM_001020111.21024.65 1235.3 263.54 hhf1 GO:0005634//nucleus;GO:0000786//nucleosome;GO:0000788//nuclear nucleosomeGO:0042393//histone binding;GO:0003677//DNA binding;GO:0046982//protein heterodimerization activityGO:0006334//nucleosome assemblyK11254//histone H4NP_595566.1//histone H4 h4.2 [Schizosaccharomyces pombe 972h-]histone H4 h4.1 (hhf1), mRNA
2540180 NM_001022427.21186.78 1150.79 1315.7 rps1801 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0022627//cytosolic small ribosomal subunit;GO:0015935//small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02964//small subunit ribosomal protein S18eNP_596506.1//40S ribosomal protein S18 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S18 (rps1801), mRNA
2543486 NM_001019599.21217.52 1206.22 723.75 rps403 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0006412//translation;GO:0002181//cytoplasmic translationK02987//small subunit ribosomal protein S4eNP_594174.1//40S ribosomal protein S4 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S4 (rps403), mRNA
5802962 NM_001356177.11105.47 924.7 546.77 pex7 GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005782//peroxisomal matrixGO:0000268//peroxisome targeting sequence bindingGO:0006625//protein targeting to peroxisomeK13341//peroxin-7BAA13809.1//unnamed protein product, partial [Schizosaccharomyces pombe]putative peroxin-7 (pex7), mRNA
2542912 NM_001019778.21092.4 1156.2 1323.18 rps1502 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0022627//cytosolic small ribosomal subunit;GO:0015935//small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0000028//ribosomal small subunit assembly;GO:0000056//ribosomal small subunit export from nucleus;GO:0006412//translation;GO:0002181//cytoplasmic translationK02958//small subunit ribosomal protein S15eNP_594357.1//40S ribosomal protein S15 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S15 (rps1502), mRNA
2542370 NM_001019095.21117.51 1078.59 839.28 rpl1502 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02877//large subunit ribosomal protein L15eNP_588438.1//60S ribosomal protein L15 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L15 (rpl1502), mRNA
2542011 NM_001019067.2991.84 1037.4 505.51 SPAC23C11.05GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0004427//inorganic diphosphatase activityGO:0006119//oxidative phosphorylation;GO:0006796//phosphate-containing compound metabolic processK01507//inorganic pyrophosphatase [EC:3.6.1.1]NP_593636.1//inorganic pyrophosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative inorganic pyrophosphatase (SPAC23C11.05), mRNA
2542213 NM_001020409.21113.14 980.71 1645.26 rpl4101 NA NA NA NA NA 60S ribosomal protein L41 (rpl4101), mRNA
2541927 NM_001018548.21017.42 1061.29 719.97 atp2 GO:0005754//mitochondrial proton-transporting ATP synthase, catalytic coreGO:0043531//ADP binding;GO:0005524//ATP binding;GO:0046933//proton-transporting ATP synthase activity, rotational mechanismGO:0042776//mitochondrial ATP synthesis coupled proton transportK02133//F-type H+-transporting ATPase subunit beta [EC:3.6.3.14]XP_013016075.1//F1-ATPase beta subunit Atp2 [Schizosaccharomyces octosporus yFS286]F1-ATPase beta subunit Atp2 (atp2), mRNA
2541678 NM_001019738.21134.96 1098.69 426.97 rpl1002 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006415//translational termination;GO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02866//large subunit ribosomal protein L10eNP_594315.1//60S ribosomal protein L10 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L10 (rpl1002), mRNA
2539592 NM_001022753.21071.33 1212.34 213.18 mae2 GO:0005829//cytosol;GO:0005739//mitochondrionGO:0008948//oxaloacetate decarboxylase activity;GO:0004471//malate dehydrogenase (decarboxylating) (NAD+) activity;GO:0046872//metal ion binding;GO:0051287//NAD bindingGO:0006099//tricarboxylic acid cycle;GO:0006090//pyruvate metabolic process;GO:0006108//malate metabolic processK00027//malate dehydrogenase (oxaloacetate-decarboxylating) [EC:1.1.1.38]NP_587760.1//malic enzyme, malate dehydrogenase (oxaloacetate decarboxylating), Mae2 [Schizosaccharomyces pombe 972h-]malate dehydrogenase Mae2 (mae2), mRNA
2539295 NM_001023275.21029.67 992.37 873.55 tef3 GO:0005829//cytosolGO:0005319//lipid transporter activity;GO:0005524//ATP binding;GO:0003746//translation elongation factor activity;GO:0016887//ATPase activityGO:0002182//cytoplasmic translational elongationK03235 NP_588285.1//translation elongation factor eEF3 [Schizosaccharomyces pombe 972h-]translation elongation factor eEF3 (tef3), mRNA
2542467 NM_001020112.21031.23 1397.77 580.73 hht1 GO:1990707//nuclear subtelomeric heterochromatin;GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0031618//nuclear pericentric heterochromatin;GO:0000786//nucleosome;GO:0000788//nuclear nucleosomeGO:0003677//DNA binding;GO:0046982//protein heterodimerization activity;GO:0031492//nucleosomal DNA bindingGO:0031454//regulation of extent of heterochromatin assembly;GO:0006334//nucleosome assembly;GO:0006974//cellular response to DNA damage stimulusK11253//histone H3NP_595567.1//histone H3 h3.2 [Schizosaccharomyces pombe 972h-]histone H3 h3.1 (hht1), mRNA

NR_150974.1 NR_150974.1 290.14 215.44 45.04 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0047820//D-glutamate cyclase activityGO:0006536//glutamate metabolic processNA NP_592814.1//DUF1445 family protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.612), miscRNA
2543460 NM_001019606.21092.72 1117.39 947.38 rpl3202 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02912//large subunit ribosomal protein L32eNP_594182.1//60S ribosomal protein L32 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L32 (rpl3202), mRNA
2542084 NM_001019281.21210.49 1185.49 3499.02 trx1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0047134//protein-disulfide reductase activity;GO:0015035//protein disulfide oxidoreductase activity;GO:0016209//antioxidant activity;GO:0016671//oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0004791//thioredoxin-disulfide reductase activityGO:0006662//glycerol ether metabolic process;GO:1900409//positive regulation of cellular response to oxidative stress;GO:0034614//cellular response to reactive oxygen species;GO:0019379//sulfate assimilation, phosphoadenylyl sulfate reduction by phosphoadenylyl-sulfate reductase (thioredoxin);GO:1990355//L-methionine salvage from methionine sulphoxide;GO:0042744//hydrogen peroxide catabolic process;GO:0045454//cell redox homeostasisK03671//thioredoxin 1NP_593852.1//cytosolic thioredoxin Trx1 [Schizosaccharomyces pombe 972h-]cytosolic thioredoxin Trx1 (trx1), mRNA
2539336 NM_001023369.21126.01 1146.19 803.42 rpl2702 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02901//large subunit ribosomal protein L27eNP_588378.1//60S ribosomal protein L27 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L27 (rpl2702), mRNA
2540287 NM_001021964.21002.83 1322.82 1371.57 gas2 GO:0005788//endoplasmic reticulum lumen;GO:0005783//endoplasmic reticulum;GO:0051286//cell tip;GO:0031362//anchored component of external side of plasma membrane;GO:0071944//cell periphery;GO:0031225//anchored component of membrane;GO:0000936//primary cell septum;GO:0009277//fungal-type cell wall;GO:0030427//site of polarized growth;GO:0043188//cell septum edging;GO:0005576//extracellular region;GO:0005886//plasma membraneGO:0042124//1,3-beta-glucanosyltransferase activityGO:0071970//fungal-type cell wall (1->3)-beta-D-glucan biosynthetic process;GO:0006074//(1->3)-beta-D-glucan metabolic process;GO:0031505//fungal-type cell wall organizationNA BAA13796.1//unnamed protein product, partial [Schizosaccharomyces pombe]putative 1,3-beta-glucanosyltransferase Gas2 (gas2), mRNA
2539277 NM_001355926.1919.37 897.8 1013.91 rpl39 GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02924//large subunit ribosomal protein L39eNP_588266.1//60S ribosomal protein L39 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L39 (rpl39), mRNA
2542689 NM_001020413.2536.27 531.92 2048.49 snz1 GO:1903600//glutaminase complex;GO:0005829//cytosolGO:0036381//pyridoxal 5'-phosphate synthase (glutamine hydrolysing) activity;GO:0003824//catalytic activity;GO:0004359//glutaminase activityGO:0008615//pyridoxine biosynthetic process;GO:0042823//pyridoxal phosphate biosynthetic process;GO:0006535//cysteine biosynthetic process from serineK06215//pyridoxal 5'-phosphate synthase pdxS subunit [EC:4.3.3.6]NP_594982.1//pyridoxine biosynthesis protein [Schizosaccharomyces pombe 972h-]pyridoxine biosynthesis protein (snz1), mRNA
2540609 NM_001021877.2973.14 1014.73 796.56 rps3002 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02983//small subunit ribosomal protein S30eNP_595969.1//40S ribosomal protein S30 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S30 (rps3002), mRNA
2543020 NM_001018661.2297.08 267.89 140.77 SPAC10F6.13cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005777//peroxisome;GO:0005737//cytoplasmGO:0080130//L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0004069//L-aspartate:2-oxoglutarate aminotransferase activity;GO:0030170//pyridoxal phosphate bindingGO:0006536//glutamate metabolic process;GO:0006531//aspartate metabolic process;GO:0006532//aspartate biosynthetic process;GO:0006103//2-oxoglutarate metabolic processK14454//aspartate aminotransferase, cytoplasmic [EC:2.6.1.1]NP_593264.1//aspartate aminotransferase (predicted) [Schizosaccharomyces pombe 972h-]putative aspartate aminotransferase (SPAC10F6.13c), mRNA
2542035 NM_001020374.2915.51 1723.11 11982.52 hsp9 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0008289//lipid bindingGO:0006950//response to stress;GO:1903614//negative regulation of protein tyrosine phosphatase activity;GO:0010972//negative regulation of G2/M transition of mitotic cell cycleK10750//chromatin assembly factor 1 subunit AAAB53442.1//scf1 gene product [Schizosaccharomyces pombe]heat shock protein Hsp9 (hsp9), mRNA
2539490 NM_001022830.2327.1 277.62 596.22 SPCC364.07 GO:0005829//cytosolGO:0051287//NAD binding;GO:0004617//phosphoglycerate dehydrogenase activityGO:0006564//L-serine biosynthetic processK00058//D-3-phosphoglycerate dehydrogenase / 2-oxoglutarate reductase [EC:1.1.1.95 1.1.1.399]XP_013019176.1//D-3 phosphoglycerate dehydrogenase [Schizosaccharomyces octosporus yFS286]putative D-3 phosphoglycerate dehydrogenase (SPCC364.07), mRNA
2540149 NM_001023848.21081.72 1081.87 730.1 spi1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0016973//poly(A)+ mRNA export from nucleus;GO:0000054//ribosomal subunit export from nucleus;GO:0006606//protein import into nucleus;GO:0010972//negative regulation of G2/M transition of mitotic cell cycleK07936//GTP-binding nuclear protein RanNP_596827.1//Ran GTPase Spi1 [Schizosaccharomyces pombe 972h-]Ran GTPase Spi1 (spi1), mRNA
2540367 NM_001021744.21032.16 1052.08 1397.98 rps902 GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunit;GO:0015935//small ribosomal subunitGO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0045903//positive regulation of translational fidelityK02997//small subunit ribosomal protein S9eNP_595840.1//40S ribosomal protein S9 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S9 (rps902), mRNA
2539452 NM_001023525.2403.99 424.19 56.65 SPCC70.03c GO:0005759//mitochondrial matrix;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0004657//proline dehydrogenase activity;GO:0071949//FAD bindingGO:0006562//proline catabolic process;GO:0010133//proline catabolic process to glutamateK00318//proline dehydrogenase [EC:1.5.-.-];K14454//aspartate aminotransferase, cytoplasmic [EC:2.6.1.1];K00286//pyrroline-5-carboxylate reductase [EC:1.5.1.2]NP_588537.1//proline dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative proline dehydrogenase (SPCC70.03c), mRNA
2539093 NM_001022779.21012.67 1031.67 961.42 SPCC736.15 GO:0036286//eisosome filament;GO:0036362//ascus membrane;GO:0032126//eisosome;GO:0005886//plasma membraneGO:0008289//lipid binding;GO:0016301//kinase activityGO:0006469//negative regulation of protein kinase activity;GO:0006897//endocytosis;GO:0070941//eisosome assemblyK06126//ubiquinone biosynthesis monooxygenase Coq6 [EC:1.14.13.-];K12666//oligosaccharyltransferase complex subunit alpha (ribophorin I)NP_587786.1//fungal protein associated with endocytosis (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC736.15), mRNA
2539588 NM_001022861.2936.29 931.33 1162.22 rps1201 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02951//small subunit ribosomal protein S12eNP_587869.1//40S ribosomal protein S12 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S12 (rps1201), mRNA
3361407 NM_001018701.21019.47 992.38 1534.68 rpl3703 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0046872//metal ion binding;GO:0003723//RNA binding;GO:0008270//zinc ion binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0006412//translation;GO:0002181//cytoplasmic translationK02922//large subunit ribosomal protein L37eNP_001018221.1//60S ribosomal protein L37 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L37 (rpl3703), mRNA
2542561 NM_001019444.21004.02 1042.69 509.49 rps1001 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0000028//ribosomal small subunit assembly;GO:0000054//ribosomal subunit export from nucleus;GO:0002181//cytoplasmic translationK02947//small subunit ribosomal protein S10eNP_594018.1//40S ribosomal protein S10 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S10 (rps1001), mRNA
2542226 NM_001019850.2754.5 818.08 760.93 hta2 GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0031934//mating-type region heterochromatin;GO:0031618//nuclear pericentric heterochromatin;GO:0000786//nucleosome;GO:1902377//nuclear rDNA heterochromatin;GO:0000788//nuclear nucleosomeGO:0003677//DNA binding;GO:0046982//protein heterodimerization activityGO:0006342//chromatin silencing;GO:0034501//protein localization to kinetochore;GO:0006281//DNA repair;GO:0006325//chromatin organization;GO:0045739//positive regulation of DNA repair;GO:0007076//mitotic chromosome condensationK11251//histone H2ANP_594421.1//histone H2A beta [Schizosaccharomyces pombe 972h-]histone H2A beta (hta2), mRNA
2538893 NM_001023384.21105.33 1113.44 1049.54 rpp0 GO:0022625//cytosolic large ribosomal subunit;GO:0030687//preribosome, large subunit precursorGO:0003735//structural constituent of ribosome;GO:0070180//large ribosomal subunit rRNA bindingGO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02941//large subunit ribosomal protein LP0XP_013016745.1//60S acidic ribosomal protein Rpp0 [Schizosaccharomyces octosporus yFS286]60S acidic ribosomal protein P0 (rpp0), mRNA
2543561 NM_001020435.2909.17 935.74 920.86 SPAC922.04 GO:0005829//cytosol;GO:0005737//cytoplasmNA NA NA NP_595004.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC922.04), mRNA
2539267 NM_001023539.2509.46 480.16 658.81 SPCC1827.06cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0050661//NADP binding;GO:0003942//N-acetyl-gamma-glutamyl-phosphate reductase activity;GO:0051287//NAD binding;GO:0046983//protein dimerization activity;GO:0004073//aspartate-semialdehyde dehydrogenase activityGO:0009089//lysine biosynthetic process via diaminopimelate;GO:0006531//aspartate metabolic process;GO:0009090//homoserine biosynthetic process;GO:0019877//diaminopimelate biosynthetic process;GO:0009088//threonine biosynthetic process;GO:0009097//isoleucine biosynthetic process;GO:0009086//methionine biosynthetic processK00133//aspartate-semialdehyde dehydrogenase [EC:1.2.1.11]NP_588552.1//aspartate semialdehyde dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative aspartate semialdehyde dehydrogenase (SPCC1827.06c), mRNA
2543120 NM_001019429.2961.62 923.76 772.39 rps1101 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02949//small subunit ribosomal protein S11eNP_594003.1//40S ribosomal protein S11 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S11 (rps1101), mRNA
2538726 NM_001023245.2547 491.41 408.65 arg1 GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005739//mitochondrionGO:0003992//N2-acetyl-L-ornithine:2-oxoglutarate 5-aminotransferase activity;GO:0042802//identical protein binding;GO:0030170//pyridoxal phosphate bindingGO:0006592//ornithine biosynthetic process;GO:0006538//glutamate catabolic process;GO:0042450//arginine biosynthetic process via ornithine;GO:0006526//arginine biosynthetic processK00818//acetylornithine aminotransferase [EC:2.6.1.11]NP_588255.1//acetylornithine aminotransferase [Schizosaccharomyces pombe 972h-]acetylornithine aminotransferase (arg1), mRNA
2542465 NM_001019854.2676.47 969.86 1108.18 cpy1 GO:0000324//fungal-type vacuole;GO:0005737//cytoplasmGO:0004185//serine-type carboxypeptidase activityGO:0051603//proteolysis involved in cellular protein catabolic process;GO:0007039//protein catabolic process in the vacuole;GO:0046938//phytochelatin biosynthetic processK13289//cathepsin A (carboxypeptidase C) [EC:3.4.16.5]NP_594425.1//vacuolar carboxypeptidase Y [Schizosaccharomyces pombe 972h-]vacuolar carboxypeptidase Y (cpy1), mRNA
2542430 NM_001019676.2824.19 742.45 1266.56 rps2401 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0002182//cytoplasmic translational elongation;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0006364//rRNA processingK02974//small subunit ribosomal protein S24eNP_594253.1//40S ribosomal protein S24 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S24 (rps2401), mRNA
2541369 NM_001022106.2946.74 1034.52 895.04 rps2302 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0022627//cytosolic small ribosomal subunit;GO:0015935//small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02973//small subunit ribosomal protein S23eBAA19233.1//ribosomal protein S23 homolog, partial [Schizosaccharomyces pombe]40S ribosomal protein S23 (rps2302), mRNA
2540299 NM_001022593.2944.08 1000.69 1351.93 rpp102 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0030295//protein kinase activator activity;GO:0003735//structural constituent of ribosomeGO:0002182//cytoplasmic translational elongation;GO:0045860//positive regulation of protein kinase activity;GO:0002181//cytoplasmic translation;GO:0006414//translational elongationK02942//large subunit ribosomal protein LP1NP_596671.1//60S acidic ribosomal protein P1 [Schizosaccharomyces pombe 972h-]60S acidic ribosomal protein P1 (rpp102), mRNA
2543009 NM_001018654.2812.42 964.54 4034.65 vip1 GO:0005829//cytosolGO:0003723//RNA bindingNA NA NP_593257.1//RNA-binding protein Vip1 [Schizosaccharomyces pombe 972h-]RNA-binding protein Vip1 (vip1), mRNA
2540441 NM_001021977.2911.91 922.96 1085.06 SPBC2G5.05GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0004802//transketolase activityGO:0008152//metabolic processK00615//transketolase [EC:2.2.1.1]XP_013020787.1//transketolase [Schizosaccharomyces octosporus yFS286]putative transketolase (SPBC2G5.05), mRNA
2540665 NM_001021528.2971.39 861.3 1704.98 rpl4302 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0046872//metal ion binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02921//large subunit ribosomal protein L37AeNP_595634.1//60S ribosomal protein L43 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L43 (rpl4302), mRNA
2542817 NM_001018229.2907.59 922.92 876.81 rps101 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02984//small subunit ribosomal protein S3AeNP_592828.1//40S ribosomal protein S1 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S1 (rps101), mRNA
2540908 NM_001022330.2661.63 593.62 216.72 SPBC3B8.03 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004755//saccharopine dehydrogenase (NADP+, L-glutamate-forming) activity;GO:0016491//oxidoreductase activity;GO:0004753//saccharopine dehydrogenase activityGO:0009085//lysine biosynthetic process;GO:0006091//generation of precursor metabolites and energy;GO:0019878//lysine biosynthetic process via aminoadipic acidK00293 NP_596411.1//saccharopine dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative saccharopine dehydrogenase (SPBC3B8.03), mRNA
2539464 NM_001022689.2993.28 978.25 963.67 rpl902 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0006412//translation;GO:0002181//cytoplasmic translationK02940//large subunit ribosomal protein L9eNP_587694.1//60S ribosomal protein L9 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L9 (rpl902), mRNA
2539625 NM_001022556.21077.12 1078.37 1376.28 pgi1 GO:0005829//cytosolGO:0004347//glucose-6-phosphate isomerase activityGO:0006094//gluconeogenesis;GO:0006096//glycolytic processK01810//glucose-6-phosphate isomerase [EC:5.3.1.9]XP_013021275.1//glucose-6-phosphate isomerase [Schizosaccharomyces cryophilus OY26]putative glucose-6-phosphate isomerase (pgi1), mRNA
3361269 NM_001021421.3944.29 988.15 793.05 rtn1 GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0005635//nuclear envelope;GO:0032541//cortical endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0032153//cell division siteNA GO:1990809//endoplasmic reticulum tubular network membrane organization;GO:0051301//cell division;GO:0034613//cellular protein localization;GO:0007049//cell cycleNA NP_001018789.2//reticulon-like protein Rtn1 [Schizosaccharomyces pombe 972h-]reticulon-like protein Rtn1 (rtn1), mRNA
2540135 NM_001023830.2896.63 922.18 912.14 rpl3201 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02912//large subunit ribosomal protein L32eNP_596809.1//60S ribosomal protein L32 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L32 (rpl3201), mRNA
2540910 NM_001021207.2891.96 924.98 753.5 rpl3801 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0022618//ribonucleoprotein complex assembly;GO:0002181//cytoplasmic translationK02923//large subunit ribosomal protein L38eNP_595300.1//60S ribosomal protein L38 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L38 (rpl3801), mRNA
2541146 NM_001021002.21471.05 1548.96 2960.03 SPBC660.16 GO:0005829//cytosolGO:0050661//NADP binding;GO:0004616//phosphogluconate dehydrogenase (decarboxylating) activityGO:0006098//pentose-phosphate shunt;GO:0019521//D-gluconate metabolic process;GO:0046177//D-gluconate catabolic process;GO:0009051//pentose-phosphate shunt, oxidative branch;GO:0061688//glycolytic process via Entner-Doudoroff PathwayK00033//6-phosphogluconate dehydrogenase [EC:1.1.1.44 1.1.1.343]XP_013016490.1//phosphogluconate dehydrogenase [Schizosaccharomyces octosporus yFS286]phosphogluconate dehydrogenase (SPBC660.16), mRNA
2539804 NM_001022386.2827.38 1056.97 1536.37 hht3 GO:1990707//nuclear subtelomeric heterochromatin;GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0031618//nuclear pericentric heterochromatin;GO:0000786//nucleosome;GO:0000788//nuclear nucleosomeGO:0003677//DNA binding;GO:0046982//protein heterodimerization activity;GO:0031492//nucleosomal DNA bindingGO:0031454//regulation of extent of heterochromatin assembly;GO:0006334//nucleosome assembly;GO:0006974//cellular response to DNA damage stimulusK11253//histone H3NP_595567.1//histone H3 h3.2 [Schizosaccharomyces pombe 972h-]histone H3 h3.3 (hht3), mRNA
2538743 NM_001355942.1713.6 913.04 650.61 mpg1 GO:0051286//cell tip;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004475//mannose-1-phosphate guanylyltransferase activity;GO:0016779//nucleotidyltransferase activity;GO:0005525//GTP bindingGO:0006486//protein glycosylation;GO:0009058//biosynthetic process;GO:0000917//division septum assembly;GO:0009298//GDP-mannose biosynthetic process;GO:0009272//fungal-type cell wall biogenesisK00966//mannose-1-phosphate guanylyltransferase [EC:2.7.7.13]NP_588405.1//mannose-1-phosphate guanyltransferase Mpg1 [Schizosaccharomyces pombe 972h-]mannose-1-phosphate guanyltransferase Mpg1 (mpg1), mRNA
2542497 NM_001018592.21994.98 2173.31 429.42 plb1 GO:0005634//nucleus;GO:0009897//external side of plasma membrane;GO:0005829//cytosol;GO:0005576//extracellular regionGO:0004622//lysophospholipase activityGO:0009395//phospholipid catabolic process;GO:0000747//conjugation with cellular fusion;GO:0071470//cellular response to osmotic stress;GO:0006970//response to osmotic stressK13333 NP_593196.1//lysophospholipase 1 [Schizosaccharomyces pombe 972h-]lysophospholipase 1 (plb1), mRNA
2541129 NM_001021258.21046.89 1210.33 3063.51 pmp3 GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasmNA GO:0032509//endosome transport via multivesicular body sorting pathwayNA NP_595350.2//plasma membrane proteolipid Pmp3 [Schizosaccharomyces pombe 972h-]plasma membrane proteolipid Pmp3 (pmp3), mRNA
2542751 NM_001019955.2756.09 691.02 894.78 rps2801 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0000028//ribosomal small subunit assembly;GO:0000056//ribosomal small subunit export from nucleus;GO:0000469//cleavage involved in rRNA processing;GO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0030490//maturation of SSU-rRNAK02979//small subunit ribosomal protein S28eNP_588343.1//40S ribosomal protein S28 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S28 (rps2801), mRNA
2542895 NM_001018237.2566.05 616.59 136.52 asl1 NA NA NA K01183//chitinase [EC:3.2.1.14]XP_001487825.1//hypothetical protein PGUG_01202 [Meyerozyma guilliermondii ATCC 6260]putative O-glucosyl hydrolase Asl1 (asl1), mRNA
2539013 NM_001022834.2906.87 919.04 412.62 rpl1702 GO:0015934//large ribosomal subunit;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02880//large subunit ribosomal protein L17eNP_587841.1//60S ribosomal protein L17 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L17 (rpl1702), mRNA
2540851 NM_001022021.2793.09 759.26 327.94 rpl2502 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunit;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02893//large subunit ribosomal protein L23AeNP_596104.1//60S ribosomal protein L25 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L25 (rpl2502), mRNA
2541191 NM_001021150.2886.28 897.73 440.89 rpl803 GO:0005840//ribosomeGO:0003735//structural constituent of ribosomeGO:0006412//translationK02938//large subunit ribosomal protein L8eXP_013024136.1//60s ribosomal protein k5 [Schizosaccharomyces cryophilus OY26]60S ribosomal protein L2 (rpl803), mRNA
2543373 NM_001018303.2645.99 673.12 260.87 erg25 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0000254//C-4 methylsterol oxidase activity;GO:0005506//iron ion binding;GO:0016491//oxidoreductase activityGO:0006696//ergosterol biosynthetic process;GO:0008610//lipid biosynthetic processK07750//methylsterol monooxygenase [EC:1.14.18.9]NP_592903.1//C-4 methylsterol oxidase (predicted) [Schizosaccharomyces pombe 972h-]putative C-4 methylsterol oxidase (erg25), mRNA
2541220 NM_001021462.2662.85 744.48 1391.41 hht2 GO:1990707//nuclear subtelomeric heterochromatin;GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0031618//nuclear pericentric heterochromatin;GO:0000786//nucleosome;GO:0000788//nuclear nucleosomeGO:0003677//DNA binding;GO:0046982//protein heterodimerization activity;GO:0031492//nucleosomal DNA bindingGO:0031454//regulation of extent of heterochromatin assembly;GO:0006334//nucleosome assembly;GO:0006974//cellular response to DNA damage stimulusK11253//histone H3NP_595567.1//histone H3 h3.2 [Schizosaccharomyces pombe 972h-]histone H3 h3.2 (hht2), mRNA
2540960 NM_001021422.2760.66 720.66 207.44 but2 NA NA NA NA NP_595513.1//But2 family protein But2 [Schizosaccharomyces pombe 972h-]But2 family protein But2 (but2), mRNA

NR_150253.1 NR_150253.11077.48 1161.67 1649.32 NA GO:0005829//cytosol;GO:0005622//intracellular;GO:0005853//eukaryotic translation elongation factor 1 complexGO:0003746//translation elongation factor activity;GO:0005525//GTP binding;GO:0005516//calmodulin binding;GO:0003924//GTPase activityGO:0002182//cytoplasmic translational elongationK03231//elongation factor 1-alphaBAA19867.1//unnamed protein product [Schizosaccharomyces pombe]antisense RNA (predicted) (SPNCRNA.1376), miscRNA
2540831 NM_001021088.2456.19 403.01 500.16 eca39 GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0052654//L-leucine transaminase activity;GO:0052656//L-isoleucine transaminase activity;GO:0030170//pyridoxal phosphate binding;GO:0052655//L-valine transaminase activityGO:0009099//valine biosynthetic process;GO:0009098//leucine biosynthetic process;GO:0009097//isoleucine biosynthetic processK00826//branched-chain amino acid aminotransferase [EC:2.6.1.42]NP_595180.2//branched chain amino acid aminotransferase Eca39 [Schizosaccharomyces pombe 972h-]branched chain amino acid aminotransferase Eca39 (eca39), mRNA
2540899 NM_001022035.2812.4 801.62 667.26 arf1 GO:0005794//Golgi apparatus;GO:0005622//intracellularGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0006886//intracellular protein transport;GO:0007264//small GTPase mediated signal transduction;GO:0006888//ER to Golgi vesicle-mediated transportK07937//ADP-ribosylation factor 1NP_596118.1//ADP-ribosylation factor, Arf family Arf1 [Schizosaccharomyces pombe 972h-]ADP-ribosylation factor-like protein Arf1 (arf1), mRNA
2541450 NM_001019456.2532.19 441.94 257.63 SPAC24C9.06cGO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0003994//aconitate hydratase activity;GO:0046872//metal ion binding;GO:0051539//4 iron, 4 sulfur cluster bindingGO:0006099//tricarboxylic acid cycle;GO:0006536//glutamate metabolic processK01681//aconitate hydratase [EC:4.2.1.3]NP_594031.2//aconitate hydratase (predicted) [Schizosaccharomyces pombe 972h-]putative aconitate hydratase (SPAC24C9.06c), mRNA
2540432 NM_001022282.2891.56 872.82 419.62 egd2 GO:0005634//nucleus;GO:0042788//polysomal ribosome;GO:0005854//nascent polypeptide-associated complex;GO:0005829//cytosolGO:0080025//phosphatidylinositol-3,5-bisphosphate binding;GO:0070273//phosphatidylinositol-4-phosphate binding;GO:0051082//unfolded protein binding;GO:0070300//phosphatidic acid binding;GO:0032266//phosphatidylinositol-3-phosphate bindingGO:0051083//'de novo' cotranslational protein folding;GO:0006620//posttranslational protein targeting to endoplasmic reticulum membrane;GO:0015031//protein transportK03626//nascent polypeptide-associated complex subunit alphaNP_596361.1//nascent polypeptide-associated complex alpha subunit Egd2 [Schizosaccharomyces pombe 972h-]nascent polypeptide-associated complex alpha subunit Egd2 (egd2), mRNA
2543539 NM_001019786.21907.64 1428.82 2625.9 hsp90 NA GO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0006457//protein folding;GO:0006950//response to stressK04079//molecular chaperone HtpGODQ69543.1//hypothetical protein LIPSTDRAFT_6737 [Lipomyces starkeyi NRRL Y-11557]Hsp90 chaperone (hsp90), mRNA
2542664 NM_001019781.2885.87 957.52 169.36 pma1 GO:0051286//cell tip;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0032153//cell division siteGO:1901691//proton binding;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0008553//hydrogen-exporting ATPase activity, phosphorylative mechanismGO:0006754//ATP biosynthetic process;GO:0051453//regulation of intracellular pHK01535//H+-transporting ATPase [EC:3.6.3.6]XP_002172382.1//P-type proton ATPase Pma1 [Schizosaccharomyces japonicus yFS275]P3-type proton ATPase Pma1 (pma1), mRNA
2543283 NM_001019149.2393.8 343.06 233.28 cit1 GO:0005739//mitochondrionGO:0004108//citrate (Si)-synthase activityGO:0006099//tricarboxylic acid cycleK01647//citrate synthase [EC:2.3.3.1]XP_013023218.1//citrate synthase Cit1 [Schizosaccharomyces cryophilus OY26]citrate synthase Cit1 (cit1), mRNA
2543453 NM_001019510.2790.81 802.41 715.84 rpl2301 GO:0005840//ribosome;GO:0005634//nucleus;GO:0022625//cytosolic large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosome;GO:0070180//large ribosomal subunit rRNA bindingGO:0006412//translation;GO:0002181//cytoplasmic translationK02894//large subunit ribosomal protein L23eNP_588139.1//60S ribosomal protein L23 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L23 (rpl2301), mRNA
3361177 NM_001020947.2134.01 187.71 116.73 aes1 GO:0005634//nucleus;GO:0005829//cytosolGO:0016853//isomerase activity;GO:0003824//catalytic activityGO:0031048//chromatin silencing by small RNA;GO:0009058//biosynthetic process;GO:0030968//endoplasmic reticulum unfolded protein responseK10599//pre-mRNA-processing factor 19 [EC:2.3.2.27]NP_001018772.1//RNA-mediated gene silencing enhancer protein [Schizosaccharomyces pombe 972h-]RNA-mediated gene silencing enhancer protein (aes1), mRNA
2543526 NM_001019256.2745.51 801.84 604.1 cdc3 GO:0005856//cytoskeleton;GO:0005634//nucleus;GO:0030479//actin cortical patch;GO:0031097//medial cortex;GO:0005829//cytosol;GO:0043332//mating projection tip;GO:0051285//cell cortex of cell tipGO:0005085//guanyl-nucleotide exchange factor activity;GO:0003785//actin monomer bindingGO:1903475//mitotic actomyosin contractile ring assembly;GO:1904530//negative regulation of actin filament binding;GO:0042989//sequestering of actin monomers;GO:0030837//negative regulation of actin filament polymerization;GO:0044396//actin cortical patch organization;GO:0030041//actin filament polymerization;GO:2000812//regulation of barbed-end actin filament capping;GO:0000755//cytogamyK05759//profilinNP_593827.1//profilin [Schizosaccharomyces pombe 972h-]profilin (cdc3), mRNA
2543334 NM_001020205.2615.27 603.7 209.64 mae1 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0097434//succinate:proton symporter activity;GO:0015141//succinate transmembrane transporter activity;GO:0015140//malate transmembrane transporter activity;GO:0015366//malate:proton symporter activityGO:0071423//malate transmembrane transport;GO:0098715//malonic acid import across plasma membrane;GO:0071422//succinate transmembrane transport;GO:0098720//succinate import across plasma membrane;GO:0098714//malate import across plasma membraneNA NP_594777.1//malic acid transport protein Mae1 [Schizosaccharomyces pombe 972h-]malic acid transport protein Mae1 (mae1), mRNA
2539643 NM_001021120.2709.68 794.47 811.97 rps29 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0008270//zinc ion binding;GO:0003735//structural constituent of ribosomeGO:0002181//cytoplasmic translation;GO:0006412//translationK02980//small subunit ribosomal protein S29eNP_595213.1//40S ribosomal protein S29 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S29 (rps29), mRNA
2541500 NM_001018372.2328.67 302.26 148.48 lys3 GO:0005737//cytoplasmGO:0004754//saccharopine dehydrogenase (NAD+, L-lysine-forming) activity;GO:0004753//saccharopine dehydrogenase activityGO:0009085//lysine biosynthetic process;GO:0006091//generation of precursor metabolites and energy;GO:0019878//lysine biosynthetic process via aminoadipic acidK00290//saccharopine dehydrogenase (NAD+, L-lysine forming) [EC:1.5.1.7]NP_592972.1//saccharopine dehydrogenase Lys3 [Schizosaccharomyces pombe 972h-]saccharopine dehydrogenase Lys3 (lys3), mRNA
2539146 NM_001023286.2819.27 839.85 876.07 cyc1 GO:0005758//mitochondrial intermembrane space;GO:0070469//respiratory chain;GO:0005739//mitochondrion;GO:0005746//mitochondrial respiratory chainGO:0009055//electron transfer activity;GO:0046872//metal ion binding;GO:0020037//heme binding;GO:0045155//electron transporter, transferring electrons from CoQH2-cytochrome c reductase complex and cytochrome c oxidase complex activityGO:0006123//mitochondrial electron transport, cytochrome c to oxygen;GO:0042775//mitochondrial ATP synthesis coupled electron transport;GO:0006122//mitochondrial electron transport, ubiquinol to cytochrome cK08738//cytochrome cNP_588296.1//cytochrome c (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c (cyc1), mRNA
2540610 NM_001022519.21082.93 1118.62 3082.96 SPBC21C3.19GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA bindingGO:0042256//mature ribosome assembly;GO:0006364//rRNA processingK18798//peroxisome-assembly ATPase [EC:3.6.4.7]NP_596599.1//SBDS family protein Rtc3 (predicted) [Schizosaccharomyces pombe 972h-]putative SBDS family protein Rtc3 (SPBC21C3.19), mRNA
2541395 NM_001022453.2719.43 660.97 804.34 cyp4 GO:0005788//endoplasmic reticulum lumen;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0003755//peptidyl-prolyl cis-trans isomerase activityGO:0006457//protein foldingK03768//peptidyl-prolyl cis-trans isomerase B (cyclophilin B) [EC:5.2.1.8]NP_596532.1//cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp4 (predicted) [Schizosaccharomyces pombe 972h-]putative cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp4 (cyp4), mRNA
2541842 NM_001019835.2487.96 468.97 195.32 SPAC27E2.11cGO:0031362//anchored component of external side of plasma membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneNA NA NA NP_594404.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC27E2.11c), mRNA
2542469 NM_001019217.2693.52 672.69 330.28 erg5 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0020037//heme binding;GO:0005506//iron ion binding;GO:0004497//monooxygenase activity;GO:0000249//C-22 sterol desaturase activityGO:0006696//ergosterol biosynthetic processK09831 NP_593788.2//C-22 sterol desaturase Erg5 [Schizosaccharomyces pombe 972h-]C-22 sterol desaturase Erg5 (erg5), mRNA
2541705 NM_001018601.2592.35 592.78 785.23 rpl3802 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0022618//ribonucleoprotein complex assembly;GO:0002181//cytoplasmic translationK02923//large subunit ribosomal protein L38eNP_593205.1//60S ribosomal protein L38 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L38 (rpl3802), mRNA
2542594 NM_001019395.2365.31 484.56 631.64 SPACUNK4.10GO:0005634//nucleus;GO:0005829//cytosolGO:0016616//oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;GO:0003714//transcription corepressor activity;GO:0047964//glyoxylate reductase activity;GO:0051287//NAD binding;GO:0042803//protein homodimerization activity;GO:0016618//hydroxypyruvate reductase activity;GO:0030267//glyoxylate reductase (NADP) activityGO:0006091//generation of precursor metabolites and energy;GO:0009436//glyoxylate catabolic processK00015 NP_593968.1//glyoxylate reductase (predicted) [Schizosaccharomyces pombe 972h-]putative glyoxylate reductase (SPACUNK4.10), mRNA
2541144 NM_001022058.2714.89 709.57 574.77 rps001 GO:0005634//nucleus;GO:0030686//90S preribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunit;GO:0015935//small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0000028//ribosomal small subunit assembly;GO:0006407//rRNA export from nucleus;GO:0000461//endonucleolytic cleavage to generate mature 3'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0002181//cytoplasmic translation;GO:0006412//translation;GO:0042274//ribosomal small subunit biogenesis;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K02998//small subunit ribosomal protein SAeNP_596140.1//40S ribosomal protein S0A [Schizosaccharomyces pombe 972h-]40S ribosomal protein S0A (rps001), mRNA
2541130 NM_001022248.2760.75 792.84 905.49 rpl2801 GO:0005634//nucleus;GO:0015934//large ribosomal subunit;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunit;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02900//large subunit ribosomal protein L27AeNP_596326.1//60S ribosomal protein L28 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L28 (rpl2801), mRNA
2543292 NM_001019147.2502.92 484.11 1396.01 SPAC6C3.02cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005739//mitochondrionNA GO:0009060//aerobic respiration;GO:0007005//mitochondrion organizationNA NP_593716.1//mitochondrial CHCH domain protein (predicted) [Schizosaccharomyces pombe 972h-]putative CHCH domain-containing protein (SPAC6C3.02c), mRNA
2542252 NM_001019670.2674.64 771.64 1810.76 rad25 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0032153//cell division siteGO:0004860//protein kinase inhibitor activity;GO:0019904//protein domain specific bindingGO:0007095//mitotic G2 DNA damage checkpoint;GO:0034613//cellular protein localizationK06630//14-3-3 protein epsilonNP_594247.1//14-3-3 protein Rad25 [Schizosaccharomyces pombe 972h-]14-3-3 protein Rad25 (rad25), mRNA
2539586 NM_001023530.188.55 80.74 67.8 SPCC70.08c GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0008168//methyltransferase activityGO:0032259//methylationK00598 NP_588543.1//methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative methyltransferase (SPCC70.08c), partial mRNA
2538977 NM_001355892.1653.27 786.08 3458.2 tal1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004801//sedoheptulose-7-phosphate:D-glyceraldehyde-3-phosphate glyceronetransferase activityGO:0006098//pentose-phosphate shunt;GO:0009052//pentose-phosphate shunt, non-oxidative branch;GO:0005975//carbohydrate metabolic processK00616//transaldolase [EC:2.2.1.2]NP_587953.1//transaldolase (predicted) [Schizosaccharomyces pombe 972h-]putative transaldolase (tal1), mRNA
2540422 NM_001021556.3921.38 768.36 430.35 sua1 GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004781//sulfate adenylyltransferase (ATP) activityGO:0000103//sulfate assimilation;GO:0010134//sulfate assimilation via adenylyl sulfate reduction;GO:0070814//hydrogen sulfide biosynthetic process;GO:0019344//cysteine biosynthetic process;GO:0019379//sulfate assimilation, phosphoadenylyl sulfate reduction by phosphoadenylyl-sulfate reductase (thioredoxin);GO:0000096//sulfur amino acid metabolic process;GO:0009086//methionine biosynthetic processK00958 NP_595662.2//sulfate adenylyltransferase [Schizosaccharomyces pombe 972h-]sulfate adenylyltransferase (sua1), mRNA
2539159 NM_001022722.21080.41 1160.31 1559.5 SPCC1235.01GO:0005829//cytosolNA NA K14297//nuclear pore complex protein Nup98-Nup96NP_587727.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1235.01), mRNA
2541050 NM_001021091.2536 498.43 251.09 arg12 GO:0005829//cytosolGO:0005524//ATP binding;GO:0004055//argininosuccinate synthase activityGO:0006526//arginine biosynthetic processK01940//argininosuccinate synthase [EC:6.3.4.5]XP_013016626.1//argininosuccinate synthase [Schizosaccharomyces octosporus yFS286]putative argininosuccinate synthase (arg12), mRNA
3361406 NM_001356010.1186.55 199.44 231.98 pas1 GO:0000307//cyclin-dependent protein kinase holoenzyme complexGO:0016538//cyclin-dependent protein serine/threonine kinase regulator activity;GO:0019901//protein kinase bindingGO:2000045//regulation of G1/S transition of mitotic cell cycle;GO:0071931//positive regulation of transcription involved in G1/S transition of mitotic cell cycle;GO:0007089//traversing start control point of mitotic cell cycle;GO:1905534//positive regulation of leucine import across plasma membrane;GO:0007165//signal transduction;GO:1905589//positive regulation of L-arginine import across plasma membrane;GO:2000134//negative regulation of G1/S transition of mitotic cell cycle;GO:0051301//cell division;GO:0000079//regulation of cyclin-dependent protein serine/threonine kinase activityK21197 XP_001713050.1//cyclin Pas1 [Schizosaccharomyces pombe 972h-]cyclin Pas1 (pas1), mRNA
2541940 NM_001019959.2564.76 565.87 503.04 cdc8 GO:0005884//actin filament;GO:1990819//actin fusion focus;GO:0030479//actin cortical patch;GO:0043332//mating projection tip;GO:0070648//formin-nucleated actin cable;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0051015//actin filament binding;GO:0003786//actin lateral bindingGO:1903475//mitotic actomyosin contractile ring assembly;GO:0120081//positive regulation of microfilament motor activity;GO:1903919//negative regulation of actin filament severing;GO:0030835//negative regulation of actin filament depolymerization;GO:0051666//actin cortical patch localization;GO:0007015//actin filament organization;GO:0000281//mitotic cytokinesis;GO:1902404//mitotic actomyosin contractile ring contraction;GO:1904622//negative regulation of actin-dependent ATPase activity;GO:0032220//plasma membrane fusion involved in cytogamy;GO:1904530//negative regulation of actin filament binding;GO:0120080//negative regulation of microfilament motor activity;GO:0034316//negative regulation of Arp2/3 complex-mediated actin nucleation;GO:1904618//positive regulation of actin binding;GO:1904623//positive regulation of actin-dependent ATPase activity;GO:0030837//negative regulation of actin filament polymerization;GO:0044396//actin cortical patch organizationK17945 NP_594530.1//tropomyosin [Schizosaccharomyces pombe 972h-]tropomyosin (cdc8), mRNA
2538797 NM_001022748.2418.8 403.32 128.96 lat1 GO:0005739//mitochondrion;GO:0005967//mitochondrial pyruvate dehydrogenase complexGO:0004742//dihydrolipoyllysine-residue acetyltransferase activityGO:0006086//acetyl-CoA biosynthetic process from pyruvateK00627//pyruvate dehydrogenase E2 component (dihydrolipoamide acetyltransferase) [EC:2.3.1.12]NP_587755.1//dihydrolipoamide S-acetyltransferase E2, Lat1 (predicted) [Schizosaccharomyces pombe 972h-]putative dihydrolipoamide S-acetyltransferase E2 Lat1 (lat1), mRNA
2539085 NM_001023334.2558.08 499.95 496.79 rps2802 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0000028//ribosomal small subunit assembly;GO:0000056//ribosomal small subunit export from nucleus;GO:0000469//cleavage involved in rRNA processing;GO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0030490//maturation of SSU-rRNAK02979//small subunit ribosomal protein S28eNP_588343.1//40S ribosomal protein S28 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S28 (rps2802), mRNA
2540672 NM_001021768.2694.23 686.92 1162.61 sui1 GO:0043614//multi-eIF complex;GO:0016282//eukaryotic 43S preinitiation complex;GO:0005634//nucleus;GO:0005829//cytosolGO:0003743//translation initiation factor activity;GO:0043024//ribosomal small subunit binding;GO:0031369//translation initiation factor bindingGO:1990145//maintenance of translational fidelity;GO:0002183//cytoplasmic translational initiation;GO:0006417//regulation of translation;GO:0001731//formation of translation preinitiation complexK03113//translation initiation factor 1NP_595863.1//translation initiation factor eIF1 [Schizosaccharomyces pombe 972h-]translation initiation factor eIF1 (sui1), mRNA
2541738 NM_001020169.2589.03 665.19 619.24 adf1 GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0031097//medial cortex;GO:0016363//nuclear matrix;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0051015//actin filament binding;GO:0003779//actin bindingGO:1903475//mitotic actomyosin contractile ring assembly;GO:0043001//Golgi to plasma membrane protein transport;GO:0006897//endocytosis;GO:0030042//actin filament depolymerization;GO:0051014//actin filament severingK05765//cofilinNP_594741.1//actin depolymerizing factor, cofilin [Schizosaccharomyces pombe 972h-]cofilin (adf1), mRNA
2540552 NM_001021704.2589.44 779.64 516.85 SPBC1E8.05 GO:0005730//nucleolusNA NA K19898 NP_595802.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1E8.05), mRNA
2542663 NM_001019023.2586.26 576.08 417.24 snu13 GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0030529//intracellular ribonucleoprotein complex;GO:0031428//box C/D snoRNP complex;GO:0071011//precatalytic spliceosome;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0003723//RNA bindingGO:0000470//maturation of LSU-rRNA;GO:0042254//ribosome biogenesis;GO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosome;GO:0030490//maturation of SSU-rRNAK12845//U4/U6 small nuclear ribonucleoprotein SNU13NP_593592.1//U3 snoRNP-associated protein Snu13 [Schizosaccharomyces pombe 972h-]U3 snoRNP-associated protein Snu13 (snu13), mRNA
2542428 NM_001019352.2689.55 689.97 338.77 uep1 GO:0005840//ribosome;GO:0000220//vacuolar proton-transporting V-type ATPase, V0 domain;GO:0016021//integral component of membraneGO:0015078//hydrogen ion transmembrane transporter activity;GO:0003735//structural constituent of ribosomeGO:0015991//ATP hydrolysis coupled proton transport;GO:0006412//translationK02927//large subunit ribosomal protein L40eXP_008722265.1//hypothetical protein G647_00640 [Cladophialophora carrionii CBS 160.54]ubiquitin-60S ribosomal protein L40 fusion protein (uep1), mRNA
2540950 NM_001021942.2678.9 672.7 561.57 rpl2101 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02889//large subunit ribosomal protein L21eNP_596032.1//60S ribosomal protein L21 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L21 (rpl2101), mRNA
2540456 NM_001021750.2552.2 570.67 167.3 cyt1 GO:0005750//mitochondrial respiratory chain complex III;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0020037//heme binding;GO:0045155//electron transporter, transferring electrons from CoQH2-cytochrome c reductase complex and cytochrome c oxidase complex activity;GO:0045153//electron transporter, transferring electrons within CoQH2-cytochrome c reductase complex activityGO:0042776//mitochondrial ATP synthesis coupled proton transport;GO:0006122//mitochondrial electron transport, ubiquinol to cytochrome cK00413//ubiquinol-cytochrome c reductase cytochrome c1 subunitNP_595846.1//cytochrome c1 Cyt1 (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c1 Cyt1 (cyt1), mRNA
2542269 NM_001019754.2363.02 316.66 136.17 SPAC1F12.07GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004648//O-phospho-L-serine:2-oxoglutarate aminotransferase activityGO:0009113//purine nucleobase biosynthetic process;GO:0006564//L-serine biosynthetic processK00831//phosphoserine aminotransferase [EC:2.6.1.52]NP_594333.1//phosphoserine aminotransferase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoserine aminotransferase (SPAC1F12.07), mRNA
2540325 NM_001021572.2681.08 671.63 319.12 rps402 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0006412//translation;GO:0002181//cytoplasmic translationK02987//small subunit ribosomal protein S4eNP_595677.1//40S ribosomal protein S4 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S4 (rps402), mRNA
2540900 NM_001021230.2775.89 814.47 279.46 anc1 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0005471//ATP:ADP antiporter activityGO:0140021//mitochondrial ADP transmembrane transport;GO:1990544//mitochondrial ATP transmembrane transport;GO:0046902//regulation of mitochondrial membrane permeabilityK05863//solute carrier family 25 (mitochondrial adenine nucleotide translocator), member 4/5/6/31NP_595323.1//mitochondrial adenine nucleotide carrier Anc1 [Schizosaccharomyces pombe 972h-]adenine nucleotide carrier Anc1 (anc1), mRNA
2539569 NM_001023018.2452.94 407.25 478.17 ade10 GO:0005829//cytosolGO:0004643//phosphoribosylaminoimidazolecarboxamide formyltransferase activity;GO:0003937//IMP cyclohydrolase activityGO:0006188//IMP biosynthetic process;GO:0006189//'de novo' IMP biosynthetic processK00602//phosphoribosylaminoimidazolecarboxamide formyltransferase / IMP cyclohydrolase [EC:2.1.2.3 3.5.4.10]NP_588027.1//IMP cyclohydrolase/phosphoribosylaminoimidazolecarboxamideformyltransferase [Schizosaccharomyces pombe 972h-]IMP cyclohydrolase/phosphoribosylaminoimidazolecarboxamideformyltransferase (ade10), mRNA
2543026 NM_001018892.2742.41 683.24 1421.6 ssc1 GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0051082//unfolded protein binding;GO:0016887//ATPase activityGO:0006457//protein foldingK04043//molecular chaperone DnaKXP_013021993.1//hsp70-like protein [Schizosaccharomyces cryophilus OY26]protein Hsp70 (ssc1), mRNA
2542603 NM_001020194.2479.6 447.48 223.33 rps3001 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02983//small subunit ribosomal protein S30eNP_595969.1//40S ribosomal protein S30 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S30 (rps3001), mRNA
2539780 NM_001021785.2695.72 690.19 989.51 rpl401 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02930//large subunit ribosomal protein L4eNP_595879.1//60S ribosomal protein L4 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L4 (rpl401), mRNA
2541060 NM_001022633.2245.03 211.34 58.69 arg5 GO:0010494//cytoplasmic stress granule;GO:0005951//carbamoyl-phosphate synthase complex;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004088//carbamoyl-phosphate synthase (glutamine-hydrolyzing) activityGO:0006541//glutamine metabolic process;GO:0006526//arginine biosynthetic process;GO:0000050//urea cycle;GO:0006207//'de novo' pyrimidine nucleobase biosynthetic processK01956;K05349//beta-glucosidase [EC:3.2.1.21]NP_596708.1//arginine specific carbamoyl-phosphate synthase subunit Arg5 (predicted) [Schizosaccharomyces pombe 972h-]putative arginine specific carbamoyl-phosphate synthase subunit Arg5 (arg5), mRNA
3361424 NM_001019828.1929.94 1231.99 184.55 SPAPB18E9.05cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA NA NA NP_001018273.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB18E9.05c), partial mRNA
2540009 NM_001355837.1555.97 552.68 255.8 SPBC16G5.05cGO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0032541//cortical endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0051685//maintenance of ER location;GO:0061817//endoplasmic reticulum-plasma membrane tetheringK05658//ATP-binding cassette, subfamily B (MDR/TAP), member 1 [EC:3.6.3.44]NP_596754.1//VAMP/synaptobrevin-associated protein family protein [Schizosaccharomyces pombe 972h-]putative VAP family protein (SPBC16G5.05c), mRNA
2541612 NM_001019919.2476.83 503.79 607.67 rho1 GO:0016020//membrane;GO:0005634//nucleus;GO:0051286//cell tip;GO:0031520//plasma membrane of cell tip;GO:0005622//intracellular;GO:0032153//cell division site;GO:0005829//cytosol;GO:0031234//extrinsic component of cytoplasmic side of plasma membrane;GO:0030427//site of polarized growth;GO:0000935//division septumGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0032955//regulation of division septum assembly;GO:0032995//regulation of fungal-type cell wall biogenesis;GO:2000769//regulation of establishment or maintenance of cell polarity regulating cell shape;GO:0030100//regulation of endocytosis;GO:0032956//regulation of actin cytoskeleton organization;GO:0030950//establishment or maintenance of actin cytoskeleton polarity;GO:0007266//Rho protein signal transduction;GO:0007264//small GTPase mediated signal transduction;GO:0060635//positive regulation of (1->3)-beta-D-glucan biosynthetic process;GO:0060583//regulation of actin cortical patch localization;GO:0032949//regulation of alpha-glucan biosynthetic process;GO:0090334//regulation of cell wall (1->3)-beta-D-glucan biosynthetic processK07975;K04513//Ras homolog gene family, member ANP_594490.1//Rho family GTPase Rho1 [Schizosaccharomyces pombe 972h-]Rho family GTPase Rho1 (rho1), mRNA
2540315 NM_001021599.2359.37 320.6 362.39 gua1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0000166//nucleotide binding;GO:0003938//IMP dehydrogenase activityGO:0006177//GMP biosynthetic process;GO:0006183//GTP biosynthetic processK00088//IMP dehydrogenase [EC:1.1.1.205]NP_595702.1//IMP dehydrogenase Gua1 (predicted) [Schizosaccharomyces pombe 972h-]putative IMP dehydrogenase Gua1 (gua1), mRNA
2542707 NM_001356162.1461.68 484.2 251.03 zip1 GO:0005634//nucleusGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedNA NP_594523.1//transcription factor Zip1 [Schizosaccharomyces pombe 972h-]transcription factor Zip1 (zip1), mRNA
2541300 NM_001021731.2493.81 472.58 187.42 qcr1 GO:0017087//mitochondrial processing peptidase complex;GO:0005750//mitochondrial respiratory chain complex III;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0004222//metalloendopeptidase activity;GO:0008270//zinc ion bindingGO:0006627//protein processing involved in protein targeting to mitochondrion;GO:0016485//protein processing;GO:0009060//aerobic respiration;GO:0006122//mitochondrial electron transport, ubiquinol to cytochrome cK17732//mitochondrial-processing peptidase subunit beta [EC:3.4.24.64]NP_595827.1//mitochondrial processing peptidase (MPP) complex beta subunit Qcr1 (predicted) [Schizosaccharomyces pombe 972h-]putative MPP complex beta subunit Qcr1 (qcr1), mRNA
2539489 NM_001023089.2628.82 588.66 2179.34 hsp10 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0051082//unfolded protein binding;GO:0051087//chaperone bindingGO:0006457//protein folding;GO:0006986//response to unfolded protein;GO:0051131//chaperone-mediated protein complex assembly;GO:0051085//chaperone cofactor-dependent protein refolding;GO:0042026//protein refolding;GO:0045041//protein import into mitochondrial intermembrane space;GO:0030150//protein import into mitochondrial matrixK04078//chaperonin GroESNP_588098.1//mitochondrial heat shock protein Hsp10 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Hsp10 (hsp10), mRNA
2538689 NM_001023025.2460.58 422.87 222.62 sum3 GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003743//translation initiation factor activity;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activityGO:0051301//cell division;GO:0010501//RNA secondary structure unwinding;GO:0031047//gene silencing by RNA;GO:0002183//cytoplasmic translational initiation;GO:0007049//cell cycleK11594//ATP-dependent RNA helicase DDX3X [EC:3.6.4.13]NP_588033.1//ATP-dependent RNA helicase Sum3 [Schizosaccharomyces pombe 972h-]ATP-dependent RNA helicase Sum3 (sum3), mRNA

14217368 NM_001355930.1892.29 991.02 272.46 SPCC417.16 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0070469//respiratory chainNA GO:0006119//oxidative phosphorylation;GO:0042775//mitochondrial ATP synthesis coupled electron transportNA XP_004001752.1//NADH-ubiquinone reductase complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative NADH:ubiquinone reductase complex subunit (SPCC417.16), mRNA
2541391 NM_001021129.2452.87 521.48 1039.87 uvi15 GO:0051286//cell tip;GO:0005886//plasma membrane;GO:0032153//cell division siteNA GO:0003006//developmental process involved in reproductionK17095//annexin A7/11NP_595223.1//UV-induced protein Uvi15 [Schizosaccharomyces pombe 972h-]UV-induced protein Uvi15 (uvi15), mRNA
2543296 NM_001020005.2354.27 368.43 275.65 leu2 GO:0005829//cytosol;GO:0009316//3-isopropylmalate dehydratase complexGO:0046872//metal ion binding;GO:0003861//3-isopropylmalate dehydratase activity;GO:0051539//4 iron, 4 sulfur cluster bindingGO:0009098//leucine biosynthetic processK01702//3-isopropylmalate dehydratase [EC:4.2.1.33]NP_594576.1//3-isopropylmalate dehydratase Leu2 (predicted) [Schizosaccharomyces pombe 972h-]putative 3-isopropylmalate dehydratase Leu2 (leu2), mRNA
2542504 NM_001019478.2544.17 493.34 1299.36 SPAC589.06cGO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0006817//phosphate ion transport;GO:0045047//protein targeting to ER;GO:0045048//protein insertion into ER membraneNA NP_594054.1//pho88 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative pho88 family protein (SPAC589.06c), mRNA
2539544 NM_001022856.2686.59 662.17 309.46 eft202 NA GO:0003746//translation elongation factor activity;GO:0005525//GTP binding;GO:0003924//GTPase activityNA K03234//elongation factor 2XP_013019201.1//translation elongation factor 2 Eft2,B [Schizosaccharomyces octosporus yFS286]translation elongation factor 2 eft202 (eft202), mRNA
2543448 NM_001019609.2622.77 603.85 785.32 rpl702 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0022625//cytosolic large ribosomal subunit;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:1905267//endonucleolytic cleavage involved in tRNA processing;GO:0002181//cytoplasmic translation;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K02937//large subunit ribosomal protein L7eNP_594185.1//60S ribosomal protein L7 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L7 (rpl702), mRNA
2542518 NM_001020229.2113.79 78.94 47.42 vht1 GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatusGO:1901604//dethiobiotin transmembrane transporter activity;GO:0015295//solute:proton symporter activityGO:0055085//transmembrane transport;GO:1905135//biotin import across plasma membrane;GO:1905136//dethiobiotin import across plasma membraneK01939//adenylosuccinate synthase [EC:6.3.4.4];K20046;K13336//peroxin-3NP_594801.1//vitamin H transporter Vth1 [Schizosaccharomyces pombe 972h-]vitamin H transporter Vth1 (vht1), mRNA
2540022 NM_001021815.2423.03 372.82 128.61 SPBC14C8.04GO:0005948//acetolactate synthase complex;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:1990610//acetolactate synthase regulator activity;GO:0003984//acetolactate synthase activityGO:0009099//valine biosynthetic process;GO:0009098//leucine biosynthetic process;GO:0009097//isoleucine biosynthetic process;GO:0009082//branched-chain amino acid biosynthetic processK01653//acetolactate synthase I/III small subunit [EC:2.2.1.6]NP_595907.1//acetolactate synthase regulatory unit (predicted) [Schizosaccharomyces pombe 972h-]putative acetolactate synthase regulatory subunit protein (SPBC14C8.04), mRNA
2543041 NM_001356049.1548.2 491.8 400.26 cnx1 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0030246//carbohydrate binding;GO:0051082//unfolded protein binding;GO:0005509//calcium ion bindingGO:0006457//protein folding;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0006915//apoptotic processK08054//calnexinNP_593612.1//calnexin Cnx1 [Schizosaccharomyces pombe 972h-]calnexin Cnx1 (cnx1), mRNA
2540521 NM_001022280.2500.65 448.32 192.29 tif11 GO:0005634//nucleus;GO:0005829//cytosolGO:0003743//translation initiation factor activity;GO:0033592//RNA strand annealing activity;GO:0003725//double-stranded RNA bindingGO:0002183//cytoplasmic translational initiationK03236//translation initiation factor 1ANP_596359.1//translation initiation factor eIF1A [Schizosaccharomyces pombe 972h-]translation initiation factor eIF1A (tif11), mRNA
2542472 NM_001020015.2860.71 670.81 3874.96 wos2 GO:0005634//nucleus;GO:0005829//cytosolGO:0051087//chaperone bindingGO:0006457//protein folding;GO:0043392//negative regulation of DNA binding;GO:0032212//positive regulation of telomere maintenance via telomerase;GO:0007049//cell cycle;GO:0051972//regulation of telomerase activityNA NP_594586.1//p23 chaperone protein wos2 [Schizosaccharomyces pombe 972h-]p23 chaperone protein wos2 (wos2), mRNA
2539991 NM_001022387.2589.36 692.09 1220.2 hhf3 GO:0005634//nucleus;GO:0000786//nucleosome;GO:0000788//nuclear nucleosomeGO:0042393//histone binding;GO:0003677//DNA binding;GO:0046982//protein heterodimerization activityGO:0006334//nucleosome assemblyK11254//histone H4NP_595566.1//histone H4 h4.2 [Schizosaccharomyces pombe 972h-]histone H4 h4.3 (hhf3), mRNA
2541195 NM_001021163.2479.56 547.74 618.76 fkh1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003755//peptidyl-prolyl cis-trans isomerase activity;GO:0005528//FK506 bindingGO:0000747//conjugation with cellular fusion;GO:0061077//chaperone-mediated protein foldingK09568//FK506-binding protein 1 [EC:5.2.1.8]NP_595257.1//FKBP-type peptidyl-prolyl cis-trans isomerase Fkh1 [Schizosaccharomyces pombe 972h-]FKBP-type peptidyl-prolyl cis-trans isomerase Fkh1 (fkh1), mRNA
2539499 NM_001023170.2545.16 693 960.84 hta1 GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0031934//mating-type region heterochromatin;GO:0031618//nuclear pericentric heterochromatin;GO:0000786//nucleosome;GO:1902377//nuclear rDNA heterochromatin;GO:0000788//nuclear nucleosomeGO:0003677//DNA binding;GO:0046982//protein heterodimerization activityGO:0006342//chromatin silencing;GO:0034501//protein localization to kinetochore;GO:0006281//DNA repair;GO:0006325//chromatin organization;GO:0045739//positive regulation of DNA repair;GO:0007076//mitotic chromosome condensationK11251//histone H2ANP_588180.1//histone H2A alpha [Schizosaccharomyces pombe 972h-]histone H2A alpha (hta1), mRNA
2538715 NM_001023341.2555.8 547.17 786.19 rpl3702 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0046872//metal ion binding;GO:0003723//RNA binding;GO:0008270//zinc ion binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0006412//translation;GO:0002181//cytoplasmic translationK02922//large subunit ribosomal protein L37eNP_588350.1//60S ribosomal protein L37 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L37 (rpl3702), mRNA
2542656 NM_001019412.2338.02 341.7 63.18 SPAC2E1P3.05cGO:0005576//extracellular regionGO:0030248//cellulose bindingGO:0005975//carbohydrate metabolic processK01179//endoglucanase [EC:3.2.1.4]OWB83784.1//hypothetical protein B5S33_g2417 [[Candida] boidinii]cellulose-binding domain-containing protein (SPAC2E1P3.05c), mRNA
2542584 NM_001020192.2623.77 600.32 437.46 gas1 GO:0035840//old growing cell tip;GO:0031362//anchored component of external side of plasma membrane;GO:0035841//new growing cell tip;GO:0071944//cell periphery;GO:0031225//anchored component of membrane;GO:0032153//cell division site;GO:0000936//primary cell septum;GO:0009277//fungal-type cell wall;GO:0030427//site of polarized growth;GO:0016021//integral component of membrane;GO:0043188//cell septum edging;GO:0005576//extracellular region;GO:0005886//plasma membraneGO:0042124//1,3-beta-glucanosyltransferase activityGO:0071970//fungal-type cell wall (1->3)-beta-D-glucan biosynthetic process;GO:0000902//cell morphogenesis;GO:0034407//cell wall (1->3)-beta-D-glucan metabolic process;GO:0031505//fungal-type cell wall organization;GO:0071966//fungal-type cell wall polysaccharide metabolic process;GO:0007163//establishment or maintenance of cell polarity;GO:0071940//fungal-type cell wall assembly;GO:0000917//division septum assembly;GO:0071852//fungal-type cell wall organization or biogenesisK19849;K19898NP_594765.1//cell wall protein Gas1, 1,3-beta-glucanosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative 1,3-beta-glucanosyltransferase Gas1 (gas1), mRNA
2540387 NM_001356253.1380.56 336.78 195.97 SPBC24C6.04GO:0005759//mitochondrial matrix;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0003842//1-pyrroline-5-carboxylate dehydrogenase activityGO:0006537//glutamate biosynthetic process;GO:0010133//proline catabolic process to glutamateK00294//1-pyrroline-5-carboxylate dehydrogenase [EC:1.2.1.88]NP_595958.1//delta-1-pyrroline-5-carboxylate dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative delta-1-pyrroline-5-carboxylate dehydrogenase (SPBC24C6.04), mRNA
2543309 NM_001020208.2527.04 537.04 153.28 rpl302 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02925//large subunit ribosomal protein L3eNP_594780.1//60S ribosomal protein L3 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L3 (rpl302), mRNA
2539598 NM_001023549.2545.68 600.71 427.91 rpp103 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0030295//protein kinase activator activity;GO:0003735//structural constituent of ribosomeGO:0002182//cytoplasmic translational elongation;GO:0045860//positive regulation of protein kinase activity;GO:0002181//cytoplasmic translation;GO:0006414//translational elongationK02942//large subunit ribosomal protein LP1CAA05695.1//ribosomal protein rpa5 [Schizosaccharomyces pombe]60S acidic ribosomal protein P1 (rpp103), mRNA
2540282 NM_001022351.2472.57 483.68 461.45 sbh1 GO:0005783//endoplasmic reticulum;GO:0031205//endoplasmic reticulum Sec complex;GO:0005784//Sec61 translocon complex;GO:0016021//integral component of membraneGO:0005086//ARF guanyl-nucleotide exchange factor activityGO:0006886//intracellular protein transport;GO:0006616//SRP-dependent cotranslational protein targeting to membrane, translocation;GO:0006620//posttranslational protein targeting to endoplasmic reticulum membrane;GO:0031204//posttranslational protein targeting to membrane, translocationK15731//carboxy-terminal domain RNA polymerase II polypeptide A small phosphatase [EC:3.1.3.16];K09481//protein transport protein SEC61 subunit betaNP_596432.1//translocon beta subunit Sbh1 (predicted) [Schizosaccharomyces pombe 972h-]putative translocon beta subunit Sbh1 (sbh1), mRNA
2540222 NM_001022065.2609.45 809.13 3265.25 gpx1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004602//glutathione peroxidase activity;GO:0008379//thioredoxin peroxidase activityGO:0061692//cellular detoxification of hydrogen peroxide;GO:0042744//hydrogen peroxide catabolic process;GO:0045454//cell redox homeostasisK00432//glutathione peroxidase [EC:1.11.1.9]NP_596146.1//glutathione peroxidase Gpx1 [Schizosaccharomyces pombe 972h-]glutathione peroxidase Gpx1 (gpx1), mRNA
2542750 NM_001356172.1491.13 556.79 1092.78 SPAC1635.01GO:0046930//pore complex;GO:0005741//mitochondrial outer membraneGO:0015288//porin activity;GO:0008308//voltage-gated anion channel activityGO:0098656//anion transmembrane transportK15040//voltage-dependent anion channel protein 2NP_594661.1//mitochondrial outer membrane voltage-dependent anion-selective channel (predicted) [Schizosaccharomyces pombe 972h-]putative voltage-dependent anion channel protein (SPAC1635.01), mRNA
2540975 NM_001355894.1486.93 680.64 4618.26 gpd3 NA GO:0050661//NADP binding;GO:0051287//NAD binding;GO:0004365//glyceraldehyde-3-phosphate dehydrogenase (NAD+) (phosphorylating) activityGO:0006006//glucose metabolic process;GO:0006096//glycolytic processK00134//glyceraldehyde 3-phosphate dehydrogenase [EC:1.2.1.12]XP_011049071.1//glyceraldehyde-3-phosphate dehydrogenase Tdh1 [Schizosaccharomyces japonicus yFS275]glyceraldehyde 3-phosphate dehydrogenase Gpd3 (gpd3), mRNA
2539010 NM_001022889.2498.13 558.37 351.23 rpl1202 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02870//large subunit ribosomal protein L12eNP_587897.1//60S ribosomal protein L12 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L12 (rpl1202), mRNA
5802937 NM_001356141.1624.12 667.81 96.71 SPAPB15E9.01cGO:0031362//anchored component of external side of plasma membrane;GO:0070263//external side of fungal-type cell wallGO:0050839//cell adhesion molecule bindingGO:0043689//cell-cell adhesion involved in flocculationK22016//mucin-3/17XP_001713096.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB15E9.01c), mRNA
2539602 NM_001021688.2483.62 463.9 219.95 erg6 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005737//cytoplasmGO:0003838//sterol 24-C-methyltransferase activity;GO:0008757//S-adenosylmethionine-dependent methyltransferase activityGO:0006696//ergosterol biosynthetic process;GO:0032259//methylationK00559//sterol 24-C-methyltransferase [EC:2.1.1.41]NP_595787.1//sterol 24-C-methyltransferase Erg6 [Schizosaccharomyces pombe 972h-]sterol 24-C-methyltransferase Erg6 (erg6), mRNA
2540528 NM_001021626.2527.98 476.72 267.98 sce3 GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005844//polysome;GO:0016281//eukaryotic translation initiation factor 4F complexGO:0003743//translation initiation factor activity;GO:0034057//RNA strand-exchange activity;GO:0033592//RNA strand annealing activity;GO:0043024//ribosomal small subunit bindingGO:0097010//eukaryotic translation initiation factor 4F complex assembly;GO:0002183//cytoplasmic translational initiation;GO:0001731//formation of translation preinitiation complexK03258//translation initiation factor 4BNP_595728.1//translation initiation factor (predicted) [Schizosaccharomyces pombe 972h-]putative translation initiation factor (sce3), mRNA
2542942 NM_001019202.2403.98 398.55 253.89 tif212 GO:0043614//multi-eIF complex;GO:0005829//cytosol;GO:0005850//eukaryotic translation initiation factor 2 complexGO:0003743//translation initiation factor activity;GO:0046872//metal ion bindingGO:0002183//cytoplasmic translational initiationK03238//translation initiation factor 2 subunit 2NP_593772.2//translation initiation factor eIF2 beta subunit (predicted) [Schizosaccharomyces pombe 972h-]putative translation initiation factor eIF2 beta subunit tif212 (tif212), mRNA
2543537 NM_001020389.2506.95 485.67 613.81 sum1 GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0043614//multi-eIF complex;GO:0016282//eukaryotic 43S preinitiation complex;GO:0071541//eukaryotic translation initiation factor 3 complex, eIF3m;GO:0071540//eukaryotic translation initiation factor 3 complex, eIF3e;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0033290//eukaryotic 48S preinitiation complex;GO:0005852//eukaryotic translation initiation factor 3 complexGO:0003743//translation initiation factor activityGO:0006446//regulation of translational initiation;GO:0071470//cellular response to osmotic stress;GO:0002188//translation reinitiation;GO:0001732//formation of cytoplasmic translation initiation complex;GO:0002183//cytoplasmic translational initiation;GO:0001731//formation of translation preinitiation complexK03246//translation initiation factor 3 subunit IBAA13849.1//unnamed protein product, partial [Schizosaccharomyces pombe]translation initiation factor eIF3i (sum1), mRNA
2542219 NM_001356053.1441.1 432.78 179.31 ypt3 GO:0010008//endosome membrane;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0000139//Golgi membrane;GO:0090619//meiotic spindle pole;GO:0005829//cytosol;GO:0055037//recycling endosome;GO:0090726//cortical dynamic polarity patch;GO:0005886//plasma membrane;GO:0005628//prospore membraneGO:0005525//GTP binding;GO:0003924//GTPase activityGO:1902441//protein localization to meiotic spindle pole body;GO:0045921//positive regulation of exocytosis;GO:0042144//vacuole fusion, non-autophagic;GO:0006886//intracellular protein transport;GO:0000281//mitotic cytokinesis;GO:0061796//membrane addition at site of mitotic cytokinesis;GO:0007264//small GTPase mediated signal transduction;GO:1903024//positive regulation of ascospore-type prospore membrane assembly;GO:1990896//protein localization to cell cortex of cell tipK07904//Ras-related protein Rab-11ANP_593667.1//GTPase Ypt3 [Schizosaccharomyces pombe 972h-]GTPase Ypt3 (ypt3), mRNA
2539549 NM_001023418.1107 127.42 17.47 SPCC576.01cGO:0005634//nucleus;GO:0005829//cytosolGO:0005506//iron ion binding;GO:0016491//oxidoreductase activity;GO:0097641//alpha-ketoglutarate-dependent xanthine dioxygenase activityGO:0006151//xanthine oxidationNA NP_588427.2//sulfonate dioxygenase (predicted) [Schizosaccharomyces pombe 972h-]putative sulfonate dioxygenase (SPCC576.01c), partial mRNA
2543541 NM_001019419.2206.66 347.71 995.04 SPAPB24D3.07cGO:0005783//endoplasmic reticulumNA NA NA NP_593993.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB24D3.07c), mRNA
2540439 NM_001022489.2492.48 492.12 206.53 sar1 GO:0070971//endoplasmic reticulum exit site;GO:0005783//endoplasmic reticulum;GO:0005737//cytoplasm;GO:0000139//Golgi membrane;GO:0030127//COPII vesicle coat;GO:0044233//ER-mitochondrion membrane contact site;GO:0005789//endoplasmic reticulum membrane;GO:0005739//mitochondrionGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0006886//intracellular protein transport;GO:0016050//vesicle organization;GO:0007264//small GTPase mediated signal transduction;GO:0007006//mitochondrial membrane organization;GO:0003400//regulation of COPII vesicle coating;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0000266//mitochondrial fission;GO:0006998//nuclear envelope organizationK07953//GTP-binding protein SAR1 [EC:3.6.5.-]NP_596568.1//ADP-ribosylation factor Sar1 [Schizosaccharomyces pombe 972h-]ADP-ribosylation factor Sar1 (sar1), mRNA
2543265 NM_001018934.2406.53 398.16 118.44 psu1 GO:0009277//fungal-type cell wallNA GO:0006950//response to stress;GO:0071852//fungal-type cell wall organization or biogenesisK01238 XP_002174453.1//cell wall protein Psu1 [Schizosaccharomyces japonicus yFS275]putative beta-glucosidase Psu1 (psu1), mRNA
2539866 NM_001021050.268.19 59.6 218.02 SPBC1271.08cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA NA NA NP_595142.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1271.08c), mRNA
2541648 NM_001019927.294.11 119.97 413.99 yak3 GO:0005634//nucleus;GO:0005829//cytosolGO:0016614//oxidoreductase activity, acting on CH-OH group of donorsNA K05275 NP_594498.1//aldose reductase ARK13 family YakC [Schizosaccharomyces pombe 972h-]aldose reductase ARK13 family YakC (yak3), mRNA

NR_151246.1 NR_151246.1 89.83 80.37 43.34 NA GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003964//RNA-directed DNA polymerase activity;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0004519//endonuclease activity;GO:0004190//aspartic-type endopeptidase activityGO:0015074//DNA integration;GO:0006310//DNA recombinationK07497 NP_593347.1//retrotransposable element [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.863), miscRNA
2541003 NM_001022019.3221.27 205.16 230.34 leu3 GO:0005739//mitochondrionGO:0003852//2-isopropylmalate synthase activityGO:0009098//leucine biosynthetic processK01649//2-isopropylmalate synthase [EC:2.3.3.13]NP_596103.2//2-isopropylmalate synthase Leu3 [Schizosaccharomyces pombe 972h-]2-isopropylmalate synthase Leu3 (leu3), mRNA
2541294 NM_001022089.2287.45 250.22 584.87 gcv3 GO:0005960//glycine cleavage complex;GO:0005739//mitochondrionNA GO:0019464//glycine decarboxylation via glycine cleavage system;GO:0006546//glycine catabolic process;GO:0009249//protein lipoylation;GO:0055114//oxidation-reduction process;GO:0032259//methylationK02437//glycine cleavage system H proteinNP_596169.1//glycine decarboxylase complex subunit H (predicted) [Schizosaccharomyces pombe 972h-]putative glycine decarboxylase complex subunit H (gcv3), mRNA
2538877 NM_001023122.2742.73 698.41 600.83 SPCC1322.04GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0003983//UTP:glucose-1-phosphate uridylyltransferase activityGO:0005978//glycogen biosynthetic process;GO:0005977//glycogen metabolic process;GO:0005992//trehalose biosynthetic process;GO:0006011//UDP-glucose metabolic process;GO:0006078//(1->6)-beta-D-glucan biosynthetic processK00963//UTP--glucose-1-phosphate uridylyltransferase [EC:2.7.7.9]NP_588132.1//UTP-glucose-1-phosphate uridylyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative UTP-glucose-1-phosphate uridylyltransferase (SPCC1322.04), mRNA
2541591 NM_001019574.2520.46 515.17 412.18 rpl1101 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunit;GO:0022627//cytosolic small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02868//large subunit ribosomal protein L11eNP_595899.1//60S ribosomal protein L11 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L11 (rpl1101), mRNA
2539652 NM_001022127.2455.1 466.29 82.89 SPBC1703.13cGO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneGO:0015114//phosphate ion transmembrane transporter activity;GO:0005315//inorganic phosphate transmembrane transporter activityGO:0006878//cellular copper ion homeostasis;GO:1990547//mitochondrial phosphate ion transmembrane transport;GO:0035435//phosphate ion transmembrane transport;GO:0006839//mitochondrial transportK15102//solute carrier family 25 (mitochondrial phosphate transporter), member 3NP_596208.1//mitochondrial inorganic phosphate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative inorganic phosphate transporter (SPBC1703.13c), mRNA
2542904 NM_001020101.2504.14 504.63 295.25 rps1102 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02949//small subunit ribosomal protein S11eNP_594003.1//40S ribosomal protein S11 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S11 (rps1102), mRNA
2542720 NM_001019954.2434.87 404.31 114.19 his1 GO:0005829//cytosolGO:0000287//magnesium ion binding;GO:0005524//ATP binding;GO:0003879//ATP phosphoribosyltransferase activityGO:0000105//histidine biosynthetic processK00765 NP_594525.1//ATP phosphoribosyltransferase [Schizosaccharomyces pombe 972h-]ATP phosphoribosyltransferase (his1), mRNA
2541579 NM_001020321.2361.73 369.51 416.61 pda1 GO:0043231//intracellular membrane-bounded organelle;GO:0005739//mitochondrionGO:0004739//pyruvate dehydrogenase (acetyl-transferring) activityGO:0006086//acetyl-CoA biosynthetic process from pyruvateK00161//pyruvate dehydrogenase E1 component alpha subunit [EC:1.2.4.1]XP_013024698.1//pyruvate dehydrogenase e1 component alpha subunit Pda1 [Schizosaccharomyces cryophilus OY26]putative pyruvate dehydrogenase e1 component alpha subunit Pda1 (pda1), mRNA
5802945 NM_001356153.1373.36 324.22 43.84 adg2 NA NA NA K01183//chitinase [EC:3.2.1.14]ORY49598.1//hypothetical protein BCR33DRAFT_763325 [Rhizoclosmatium globosum]protein adg2 (adg2), mRNA
2541674 NM_001019747.2374 437.61 383.36 pmm1 GO:0005634//nucleus;GO:0005829//cytosolGO:0004615//phosphomannomutase activityGO:0006013//mannose metabolic process;GO:0045047//protein targeting to ER;GO:0006487//protein N-linked glycosylation;GO:0009298//GDP-mannose biosynthetic processK17497//phosphomannomutase [EC:5.4.2.8]NP_594325.1//phosphomannomutase Pmm1 [Schizosaccharomyces pombe 972h-]phosphomannomutase Pmm1 (pmm1), mRNA
2538981 NM_001022701.2844.31 720.38 2275.19 SPCC330.06cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0051082//unfolded protein binding;GO:0004601//peroxidase activityGO:0042026//protein refolding;GO:0045454//cell redox homeostasisK11187//peroxiredoxin 5, atypical 2-Cys peroxiredoxin [EC:1.11.1.15]NP_587706.1//thioredoxin peroxidase (predicted) [Schizosaccharomyces pombe 972h-]putative thioredoxin peroxidase (SPCC330.06c), mRNA
3361483 NM_001356092.1515.55 572.67 259.22 eft201 NA GO:0003746//translation elongation factor activity;GO:0005525//GTP binding;GO:0003924//GTPase activityNA K03234//elongation factor 2XP_013019201.1//translation elongation factor 2 Eft2,B [Schizosaccharomyces octosporus yFS286]translation elongation factor 2 eft201 (eft201), mRNA
2540644 NM_001022232.2410.49 460.82 790.69 rpl3602 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02920//large subunit ribosomal protein L36eNP_596310.1//60S ribosomal protein L36 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L36 (rpl3602), mRNA
9406964 NM_001355951.139.24 26.93 104.64 ecl1 GO:0005634//nucleusNA GO:1902660//negative regulation of glucose mediated signaling pathwayNA XP_002788952.1//extender of the chronological lifespan protein Ecl1 [Schizosaccharomyces pombe 972h-]protein Ecl1 (ecl1), mRNA
2543051 NM_001019779.2493.99 499.58 228.82 rpp203 GO:0005840//ribosome;GO:0005829//cytosolGO:0003735//structural constituent of ribosomeGO:0006414//translational elongationK02943//large subunit ribosomal protein LP2XP_013016466.1//60S acidic ribosomal protein P2B subunit [Schizosaccharomyces octosporus yFS286]60S acidic ribosomal protein P2C (rpp203), mRNA
2541963 NM_001019930.246.58 36.73 16.14 ppr1 GO:0005634//nucleus;GO:0005829//cytosolGO:0046941//azetidine-2-carboxylic acid acetyltransferase activityGO:0006562//proline catabolic process;GO:0006526//arginine biosynthetic processNA NP_594501.1//L-azetidine-2-carboxylic acid acetyltransferase [Schizosaccharomyces pombe 972h-]L-azetidine-2-carboxylic acid acetyltransferase (ppr1), mRNA
2539169 NM_001022732.2171.19 148.36 190.08 SPCC1235.11GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneGO:0050833//pyruvate transmembrane transporter activityNA K22138//mitochondrial pyruvate carrier 1NP_587737.1//hypothetical protein SPCC1235.11 [Schizosaccharomyces pombe 972h-]BRP44L family protein (SPCC1235.11), mRNA
2539960 NM_001022174.2342.57 336.14 118.72 pho2 GO:0005634//nucleus;GO:0005829//cytosolGO:0004721//phosphoprotein phosphatase activity;GO:0016791//phosphatase activity;GO:0008967//phosphoglycolate phosphatase activity;GO:0004035//alkaline phosphatase activityGO:1990748//cellular detoxification;GO:0046838//phosphorylated carbohydrate dephosphorylationK01101 NP_596255.1//4-nitrophenylphosphatase [Schizosaccharomyces pombe 972h-]4-nitrophenylphosphatase (pho2), mRNA
2540366 NM_001021606.2512.5 485.23 249.21 rpl802 GO:0005840//ribosomeGO:0003735//structural constituent of ribosomeGO:0006412//translationK02938//large subunit ribosomal protein L8eXP_013024136.1//60s ribosomal protein k5 [Schizosaccharomyces cryophilus OY26]60S ribosomal protein L2 (rpl802), mRNA
5802942 NM_001356144.11070.38 1793.12 1362.3 SPAC27E2.13NA NA NA NA XP_001713097.1//hypothetical protein SPAC27E2.13 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC27E2.13), partial mRNA
2540729 NM_001022608.2213.19 172.74 27.65 arg4 GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0003824//catalytic activityGO:0006807//nitrogen compound metabolic processK01955//carbamoyl-phosphate synthase large subunit [EC:6.3.5.5]XP_013019884.1//arginine specific carbamoyl-phosphate synthase Arg4 [Schizosaccharomyces octosporus yFS286]putative arginine specific carbamoyl-phosphate synthase Arg4 (arg4), mRNA
2541148 NM_001022240.2383.54 375.59 129.66 SPBC776.03 GO:0005737//cytoplasmGO:0050661//NADP binding;GO:0004072//aspartate kinase activity;GO:0004412//homoserine dehydrogenase activityGO:0009067//aspartate family amino acid biosynthetic process;GO:0009090//homoserine biosynthetic process;GO:0009088//threonine biosynthetic process;GO:0009097//isoleucine biosynthetic process;GO:0009086//methionine biosynthetic processK00003//homoserine dehydrogenase [EC:1.1.1.3]NP_596318.1//homoserine dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative homoserine dehydrogenase (SPBC776.03), mRNA
2541460 NM_001018271.2429.92 438.52 298.56 SPAC1F5.02 GO:0005788//endoplasmic reticulum lumen;GO:0005783//endoplasmic reticulumGO:0015035//protein disulfide oxidoreductase activity;GO:0051082//unfolded protein binding;GO:0003756//protein disulfide isomerase activityGO:0006457//protein folding;GO:1904382//mannose trimming involved in glycoprotein ERAD pathway;GO:0034976//response to endoplasmic reticulum stress;GO:0045454//cell redox homeostasisK09580//protein disulfide-isomerase A1 [EC:5.3.4.1]NP_592871.1//protein disulfide isomerase (predicted) [Schizosaccharomyces pombe 972h-]putative protein disulfide isomerase (SPAC1F5.02), mRNA
2542155 NM_001019160.2304.87 276.71 70.85 SPAC17G8.06cGO:0005739//mitochondrionGO:0004160//dihydroxy-acid dehydratase activityGO:0009082//branched-chain amino acid biosynthetic processK01687//dihydroxy-acid dehydratase [EC:4.2.1.9]XP_013023229.1//dihydroxy-acid dehydratase [Schizosaccharomyces cryophilus OY26]putative dihydroxy-acid dehydratase (SPAC17G8.06c), mRNA
2540160 NM_001021039.3178.3 155.46 22.72 SPBC1773.17cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0016616//oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;GO:0003714//transcription corepressor activity;GO:0047964//glyoxylate reductase activity;GO:0051287//NAD binding;GO:0042803//protein homodimerization activity;GO:0016618//hydroxypyruvate reductase activity;GO:0030267//glyoxylate reductase (NADP) activityGO:0006091//generation of precursor metabolites and energy;GO:0009436//glyoxylate catabolic processK00015 NP_595132.2//glyoxylate reductase (predicted) [Schizosaccharomyces pombe 972h-]putative glyoxylate reductase (SPBC1773.17c), mRNA

NR_149941.1 NR_149941.1 111.6 187.6 1741.12 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1094), miscRNA
2539972 NM_001021854.2430.76 405 267.12 pfk1 GO:0005829//cytosol;GO:0005945//6-phosphofructokinase complex;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0003872//6-phosphofructokinase activity;GO:0005524//ATP binding;GO:0070095//fructose-6-phosphate bindingGO:0061621//canonical glycolysis;GO:0006002//fructose 6-phosphate metabolic process;GO:0030388//fructose 1,6-bisphosphate metabolic processK00850//6-phosphofructokinase 1 [EC:2.7.1.11]NP_595946.1//6-phosphofructokinase (predicted) [Schizosaccharomyces pombe 972h-]putative 6-phosphofructokinase (pfk1), mRNA

NR_150973.1 NR_150973.1 92.89 98.12 8.42 NA GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0046943//carboxylic acid transmembrane transporter activityGO:0055085//transmembrane transport;GO:1905039//carboxylic acid transmembrane transportK01939//adenylosuccinate synthase [EC:6.3.4.4];K01078NP_592813.1//nicotinic acid plasma membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.611), miscRNA
2543050 NM_001020354.2363.16 323.28 38.59 adg1 GO:0005783//endoplasmic reticulum;GO:0005737//cytoplasmNA NA NA NP_594922.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein adg1 (adg1), mRNA
2541084 NM_001021127.2479.6 485.96 487.04 rps1902 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0000028//ribosomal small subunit assembly;GO:0006412//translation;GO:0002181//cytoplasmic translationK02966//small subunit ribosomal protein S19eNP_595221.1//40S ribosomal protein S19 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S19 (rps1902), mRNA
2540868 NM_001022219.2404.75 389.81 175.22 SPBC4C3.07 GO:0071541//eukaryotic translation initiation factor 3 complex, eIF3m;GO:0016282//eukaryotic 43S preinitiation complex;GO:0005634//nucleus;GO:0071540//eukaryotic translation initiation factor 3 complex, eIF3e;GO:0005829//cytosol;GO:0033290//eukaryotic 48S preinitiation complex;GO:0005852//eukaryotic translation initiation factor 3 complex;GO:0005737//cytoplasmGO:0003743//translation initiation factor activity;GO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0031369//translation initiation factor bindingGO:0006446//regulation of translational initiation;GO:0001732//formation of cytoplasmic translation initiation complex;GO:0002183//cytoplasmic translational initiation;GO:0001731//formation of translation preinitiation complexK03249//translation initiation factor 3 subunit FNP_596298.1//translation initiation factor eIF3f [Schizosaccharomyces pombe 972h-]translation initiation factor eIF3f (SPBC4C3.07), mRNA
2540283 NM_001021706.3317.25 327.49 262.43 leu1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0003862//3-isopropylmalate dehydrogenase activity;GO:0051287//NAD bindingGO:0009098//leucine biosynthetic processK00052//3-isopropylmalate dehydrogenase [EC:1.1.1.85]NP_595804.2//3-isopropylmalate dehydrogenase Leu1 [Schizosaccharomyces pombe 972h-]3-isopropylmalate dehydrogenase Leu1 (leu1), mRNA
2541690 NM_001019741.2431.04 452.1 119.39 sdh1 GO:0005743//mitochondrial inner membraneGO:0050660//flavin adenine dinucleotide binding;GO:0008177//succinate dehydrogenase (ubiquinone) activityGO:0006099//tricarboxylic acid cycle;GO:0022900//electron transport chainK00234//succinate dehydrogenase (ubiquinone) flavoprotein subunit [EC:1.3.5.1]XP_013024134.1//succinate dehydrogenase Sdh1 [Schizosaccharomyces cryophilus OY26]putative succinate dehydrogenase Sdh1 (sdh1), mRNA
2542691 NM_001019883.2318.43 327.79 151.58 SPAC26H5.07cGO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0004872//receptor activityGO:0007166//cell surface receptor signaling pathwayNA NP_594454.1//seven transmembrane receptor protein (predicted) [Schizosaccharomyces pombe 972h-]putative seven transmembrane receptor protein (SPAC26H5.07c), mRNA
2539727 NM_001021124.2336.3 338.58 155.94 fhn1 GO:0035838//growing cell tip;GO:0005737//cytoplasm;GO:0000139//Golgi membrane;GO:0045121//membrane raft;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0032126//eisosome;GO:0005886//plasma membraneNA GO:0072659//protein localization to plasma membrane;GO:0007009//plasma membrane organization;GO:0015031//protein transport;GO:0070941//eisosome assemblyNA NP_595217.1//Fhn1 plasma membrane organization protein [Schizosaccharomyces pombe 972h-]Fhn1 plasma membrane organization protein (fhn1), mRNA
2542597 NM_001020377.2273.54 278.56 98.56 SPAP8A3.07cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003849//3-deoxy-7-phosphoheptulonate synthase activityGO:0009423//chorismate biosynthetic process;GO:0009073//aromatic amino acid family biosynthetic processK01626//3-deoxy-7-phosphoheptulonate synthase [EC:2.5.1.54]NP_594946.1//phospho-2-dehydro-3-deoxyheptonate aldolase (predicted) [Schizosaccharomyces pombe 972h-]putative phospho-2-dehydro-3-deoxyheptonate aldolase (SPAP8A3.07c), mRNA
2541815 NM_001018642.2579.59 509.03 384.37 bip1 GO:0005788//endoplasmic reticulum lumen;GO:0099021//cortical endoplasmic reticulum lumen;GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0034099//luminal surveillance complex;GO:0099020//perinuclear endoplasmic reticulum lumenGO:0005524//ATP binding;GO:0051082//unfolded protein binding;GO:0016887//ATPase activityGO:0070880//fungal-type cell wall beta-glucan biosynthetic process;GO:0006986//response to unfolded protein;GO:0006616//SRP-dependent cotranslational protein targeting to membrane, translocation;GO:0000742//karyogamy involved in conjugation with cellular fusion;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0034620//cellular response to unfolded protein;GO:0031204//posttranslational protein targeting to membrane, translocation;GO:0030968//endoplasmic reticulum unfolded protein responseK09490//heat shock 70kDa protein 5NP_593245.1//ER heat shock protein BiP [Schizosaccharomyces pombe 972h-]ER heat shock protein BiP (bip1), mRNA
2543200 NM_001018776.2370.94 355.09 795.56 zwf1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0050661//NADP binding;GO:0004345//glucose-6-phosphate dehydrogenase activityGO:0006006//glucose metabolic process;GO:0006740//NADPH regeneration;GO:0051156//glucose 6-phosphate metabolic process;GO:0006091//generation of precursor metabolites and energy;GO:0042542//response to hydrogen peroxide;GO:0009051//pentose-phosphate shunt, oxidative branchK00036//glucose-6-phosphate 1-dehydrogenase [EC:1.1.1.49 1.1.1.363]NP_593344.2//glucose-6-phosphate 1-dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative glucose-6-phosphate 1-dehydrogenase (zwf1), mRNA
2541401 NM_001020953.2243.86 195.42 243.85 SPBPB10D8.05cGO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK15449//tRNA wybutosine-synthesizing protein 1 [EC:4.1.3.44]NP_595047.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPBPB10D8.05c), partial mRNA
2539919 NM_001021923.2504.41 433.71 183.14 SPBC12C2.07cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016765//transferase activity, transferring alkyl or aryl (other than methyl) groups;GO:0004766//spermidine synthase activity;GO:0016740//transferase activityGO:0015940//pantothenate biosynthetic process;GO:0008295//spermidine biosynthetic process;GO:0006596//polyamine biosynthetic processK00797//spermidine synthase [EC:2.5.1.16]NP_596015.1//spermidine synthase (predicted) [Schizosaccharomyces pombe 972h-]putative spermidine synthase (SPBC12C2.07c), mRNA
2543217 NM_001019313.2446.86 452.47 306.67 rpp101 GO:0005840//ribosomeGO:0003735//structural constituent of ribosomeGO:0006414//translational elongationK02942//large subunit ribosomal protein LP1XP_013022422.1//60S acidic ribosomal protein Rpp1-1 [Schizosaccharomyces cryophilus OY26]60S acidic ribosomal protein P1 (rpp101), mRNA
2538957 NM_001023345.2139.03 133.77 41.99 SPCC1223.09GO:0005634//nucleus;GO:0005829//cytosol;GO:0005777//peroxisomeGO:0004846//urate oxidase activityGO:0019627//urea metabolic process;GO:0019628//urate catabolic process;GO:0006144//purine nucleobase metabolic processK00365//urate oxidase [EC:1.7.3.3]NP_588354.1//uricase (predicted) [Schizosaccharomyces pombe 972h-]putative uricase (SPCC1223.09), mRNA
2540140 NM_001355844.1385.42 410.69 192.14 qcr6 GO:0005750//mitochondrial respiratory chain complex III;GO:0005739//mitochondrionGO:0008121//ubiquinol-cytochrome-c reductase activityGO:0009060//aerobic respiration;GO:0006122//mitochondrial electron transport, ubiquinol to cytochrome cK00416//ubiquinol-cytochrome c reductase subunit 6NP_596806.1//ubiquinol-cytochrome-c reductase complex subunit 8, hinge protein (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquinol-cytochrome-c reductase complex subunit 8 (qcr6), mRNA
2543556 NM_001020190.2456.42 527.39 1358.64 grx1 GO:0005634//nucleus;GO:0005829//cytosolGO:0015035//protein disulfide oxidoreductase activity;GO:0009055//electron transfer activity;GO:0015038//glutathione disulfide oxidoreductase activity;GO:0004602//glutathione peroxidase activityGO:0019430//removal of superoxide radicals;GO:0045454//cell redox homeostasisK03676//glutaredoxin 3NP_594763.1//glutaredoxin Grx1 [Schizosaccharomyces pombe 972h-]glutaredoxin Grx1 (grx1), mRNA
2542842 NM_001018964.2384.62 415.41 70.35 sdh2 GO:0000329//fungal-type vacuole membrane;GO:0005749//mitochondrial respiratory chain complex II, succinate dehydrogenase complex (ubiquinone);GO:0005743//mitochondrial inner membrane;GO:0031966//mitochondrial membrane;GO:0005737//cytoplasmGO:0009055//electron transfer activity;GO:0046872//metal ion binding;GO:0051537//2 iron, 2 sulfur cluster binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0008177//succinate dehydrogenase (ubiquinone) activity;GO:0051538//3 iron, 4 sulfur cluster bindingGO:0006099//tricarboxylic acid cycle;GO:0006105//succinate metabolic process;GO:0022904//respiratory electron transport chain;GO:0006121//mitochondrial electron transport, succinate to ubiquinone;GO:0009060//aerobic respirationK00235//succinate dehydrogenase (ubiquinone) iron-sulfur subunit [EC:1.3.5.1]NP_593530.2//succinate dehydrogenase iron-sulfur subunit protein [Schizosaccharomyces pombe 972h-]succinate dehydrogenase iron-sulfur subunit protein (sdh2), mRNA
2539978 NM_001022316.2527.47 573 1237.48 SPBC11C11.06cGO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA NA NA NP_596395.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC11C11.06c), mRNA
2540995 NM_001021324.2299.92 303.12 475.45 cho1 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0031966//mitochondrial membrane;GO:0005789//endoplasmic reticulum membraneGO:0080101//phosphatidyl-N-dimethylethanolamine N-methyltransferase activity;GO:0000773//phosphatidyl-N-methylethanolamine N-methyltransferase activityGO:0006656//phosphatidylcholine biosynthetic processK00550//methylene-fatty-acyl-phospholipid synthase [EC:2.1.1.16]NP_595417.1//phosphatidyl-N-methylethanolamine N-methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphatidyl-N-methylethanolamine N-methyltransferase (cho1), partial mRNA
2541977 NM_001356017.1398.01 392.49 133.8 rps2202 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02957//small subunit ribosomal protein S15AeNP_593234.1//40S ribosomal protein S22 [Schizosaccharomyces pombe 972h-]putative 40S ribosomal protein S15a (rps2202), mRNA
2539439 NM_001023355.2346.82 346.3 118.68 qcr7 GO:0005750//mitochondrial respiratory chain complex III;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionNA GO:1902600//hydrogen ion transmembrane transport;GO:0034551//mitochondrial respiratory chain complex III assembly;GO:0009060//aerobic respiration;GO:0006122//mitochondrial electron transport, ubiquinol to cytochrome cK00417//ubiquinol-cytochrome c reductase subunit 7NP_588364.1//ubiquinol-cytochrome-c reductase complex subunit 6 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquinol-cytochrome-c reductase complex subunit 6 (qcr7), mRNA
2538862 NM_001023147.2367.23 418.22 110.09 cox5 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005751//mitochondrial respiratory chain complex IVGO:0004129//cytochrome-c oxidase activityGO:0006123//mitochondrial electron transport, cytochrome c to oxygenK02263//cytochrome c oxidase subunit 4NP_588158.2//cytochrome c oxidase subunit V (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c oxidase subunit V (cox5), mRNA
2541217 NM_001021162.2191.23 167.13 184.54 SPBC839.16 GO:0005829//cytosolGO:0004488//methylenetetrahydrofolate dehydrogenase (NADP+) activity;GO:0003697//single-stranded DNA binding;GO:0004477//methenyltetrahydrofolate cyclohydrolase activity;GO:0005524//ATP binding;GO:0004329//formate-tetrahydrofolate ligase activityGO:0009113//purine nucleobase biosynthetic process;GO:0006730//one-carbon metabolic process;GO:0046656//folic acid biosynthetic process;GO:0009257//10-formyltetrahydrofolate biosynthetic processK00288//methylenetetrahydrofolate dehydrogenase (NADP+) / methenyltetrahydrofolate cyclohydrolase / formyltetrahydrofolate synthetase [EC:1.5.1.5 3.5.4.9 6.3.4.3]XP_013025046.1//6,7,8-tetrahydrofolate synthase [Schizosaccharomyces cryophilus OY26]C1-5,6,7,8-tetrahydrofolate (THF) synthase (SPBC839.16), mRNA
2542714 NM_001018219.2150.03 130.9 51.95 adh4 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0004022//alcohol dehydrogenase (NAD) activity;GO:0046872//metal ion binding;GO:0004024//alcohol dehydrogenase activity, zinc-dependent;GO:0016491//oxidoreductase activityGO:0000947//amino acid catabolic process to alcohol via Ehrlich pathway;GO:0043458//ethanol biosynthetic process involved in glucose fermentation to ethanol;GO:0006113//fermentationK11173//hydroxyacid-oxoacid transhydrogenase [EC:1.1.99.24];K13954NP_592819.1//alcohol dehydrogenase Adh4 [Schizosaccharomyces pombe 972h-]alcohol dehydrogenase Adh4 (adh4), mRNA
2540602 NM_001022463.2225.26 202.64 79.34 SPBC19F5.04GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004072//aspartate kinase activityGO:0006555//methionine metabolic process;GO:0009089//lysine biosynthetic process via diaminopimelate;GO:0006531//aspartate metabolic process;GO:0009090//homoserine biosynthetic process;GO:0009088//threonine biosynthetic process;GO:0009086//methionine biosynthetic processK00928//aspartate kinase [EC:2.7.2.4]NP_596542.1//aspartate kinase (predicted) [Schizosaccharomyces pombe 972h-]putative aspartate kinase (SPBC19F5.04), mRNA
2539100 NM_001022707.2405.94 429.06 151.52 sdh3 GO:0045281//succinate dehydrogenase complex;GO:0005749//mitochondrial respiratory chain complex II, succinate dehydrogenase complex (ubiquinone);GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0009055//electron transfer activity;GO:0000104//succinate dehydrogenase activity;GO:0046872//metal ion binding;GO:0008177//succinate dehydrogenase (ubiquinone) activityGO:0006099//tricarboxylic acid cycle;GO:0006105//succinate metabolic process;GO:0006121//mitochondrial electron transport, succinate to ubiquinoneK00236//succinate dehydrogenase (ubiquinone) cytochrome b560 subunitNP_587712.1//succinate dehydrogenase cytochrome B subunit [Schizosaccharomyces pombe 972h-]succinate dehydrogenase cytochrome B subunit (sdh3), mRNA
2540002 NM_001021817.2335.45 374.85 417.16 arc1 GO:0051286//cell tip;GO:0005885//Arp2/3 protein complex;GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0051015//actin filament binding;GO:0043130//ubiquitin bindingGO:0000281//mitotic cytokinesis;GO:0000147//actin cortical patch assembly;GO:0034314//Arp2/3 complex-mediated actin nucleation;GO:0006897//endocytosisK05757//actin related protein 2/3 complex, subunit 1A/1BNP_595909.1//ARP2/3 actin-organizing complex subunit Sop2 [Schizosaccharomyces pombe 972h-]ARP2/3 actin-organizing complex subunit Sop2 (arc1), mRNA
2542088 NM_001020317.2674.14 789.58 1314.08 SPAC26F1.07GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0047935//glucose 1-dehydrogenase (NADP+) activity;GO:0004033//aldo-keto reductase (NADP) activity;GO:0016491//oxidoreductase activityGO:0019568//arabinose catabolic process;GO:0042843//D-xylose catabolic processK18107;K00002//alcohol dehydrogenase (NADP+) [EC:1.1.1.2]NP_594888.1//glucose 1-dehydrogenase (NADP+) (predicted) [Schizosaccharomyces pombe 972h-]putative NADP-dependent glucose 1-dehydrogenase (SPAC26F1.07), mRNA

NR_149942.1 NR_149942.1 101.03 164.59 1444.42 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1095), miscRNA
14217413 NM_001355811.1371.21 468.95 643.54 tam11 NA NA NA NA XP_004001727.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein tam11 (tam11), partial mRNA
2540273 NM_001022193.2265.85 251.92 204.3 pdb1 GO:0005759//mitochondrial matrix;GO:0042645//mitochondrial nucleoid;GO:0005739//mitochondrion;GO:0005967//mitochondrial pyruvate dehydrogenase complexGO:0004739//pyruvate dehydrogenase (acetyl-transferring) activityGO:0006096//glycolytic process;GO:0006086//acetyl-CoA biosynthetic process from pyruvateK00162//pyruvate dehydrogenase E1 component beta subunit [EC:1.2.4.1]NP_596272.1//pyruvate dehydrogenase e1 component beta subunit Pdb1 [Schizosaccharomyces pombe 972h-]pyruvate dehydrogenase e1 component beta subunit Pdb1 (pdb1), mRNA
2541117 NM_001356032.1295.09 290.68 273.35 sds23 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosolGO:0004865//protein serine/threonine phosphatase inhibitor activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:2001216//negative regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0031139//positive regulation of conjugation with cellular fusion;GO:0042149//cellular response to glucose starvationNA NP_595371.1//inducer of sexual development Sds23/Moc1 [Schizosaccharomyces pombe 972h-]protein sds23 (sds23), mRNA
2542772 NM_001019999.2286.93 302.68 107 srp2 GO:0005634//nucleusGO:0008143//poly(A) binding;GO:0003729//mRNA binding;GO:0001069//regulatory region RNA bindingGO:0045292//mRNA cis splicing, via spliceosomeK12893//splicing factor, arginine/serine-rich 4/5/6NP_594570.1//mRNA export factor Srp2 [Schizosaccharomyces pombe 972h-]mRNA export factor Srp2 (srp2), mRNA
2540337 NM_001021567.2336.32 356.65 159.48 SPBC28F2.11GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005794//Golgi apparatus;GO:0005737//cytoplasmGO:0003677//DNA bindingGO:0045943//positive regulation of transcription from RNA polymerase I promoter;GO:0043066//negative regulation of apoptotic processK11680//non-histone protein 10NP_595672.1//HMG box protein [Schizosaccharomyces pombe 972h-]HMG box protein (SPBC28F2.11), mRNA
2538817 NM_001023350.2269.75 250.09 135.19 SPCC1223.14GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0042602//riboflavin reductase (NADPH) activity;GO:0010181//FMN binding;GO:0004107//chorismate synthase activityGO:0009423//chorismate biosynthetic process;GO:0009073//aromatic amino acid family biosynthetic processK01736 NP_588359.2//chorismate synthase (predicted) [Schizosaccharomyces pombe 972h-]putative chorismate synthase (SPCC1223.14), mRNA
2538766 NM_001355877.1406.82 425.31 214.43 SPCC306.08cGO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0003729//mRNA binding;GO:0030060//L-malate dehydrogenase activityGO:0006099//tricarboxylic acid cycle;GO:0001302//replicative cell aging;GO:0005975//carbohydrate metabolic process;GO:0001300//chronological cell aging;GO:0006108//malate metabolic processK00026//malate dehydrogenase [EC:1.1.1.37]NP_587816.1//malate dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative malate dehydrogenase (SPCC306.08c), mRNA
2542704 NM_001019117.2376.59 411.7 353.1 adk1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004017//adenylate kinase activityGO:0046034//ATP metabolic process;GO:0046033//AMP metabolic process;GO:0006172//ADP biosynthetic processK00939//adenylate kinase [EC:2.7.4.3]NP_593685.1//adenylate kinase Adk1 [Schizosaccharomyces pombe 972h-]adenylate kinase Adk1 (adk1), mRNA
2539015 NM_001022877.2277.39 297.73 351.53 SPCC1183.02GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0003746//translation elongation factor activity;GO:0016740//transferase activityGO:0006749//glutathione metabolic process;GO:0002181//cytoplasmic translationK03233//elongation factor 1-gammaNP_587885.1//glutathione S-transferase (predicted) [Schizosaccharomyces pombe 972h-]putative glutathione S-transferase (SPCC1183.02), mRNA
2539129 NM_001023143.2381.41 351.55 223.35 SPCC338.14 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004001//adenosine kinase activityGO:0006169//adenosine salvage;GO:0006166//purine ribonucleoside salvage;GO:0006144//purine nucleobase metabolic process;GO:0044209//AMP salvageK00856//adenosine kinase [EC:2.7.1.20]BAA13835.1//unnamed protein product, partial [Schizosaccharomyces pombe]putative adenosine kinase (SPCC338.14), mRNA
2542823 NM_001020093.2288.46 278.08 126.84 ade2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0046872//metal ion binding;GO:0005525//GTP binding;GO:0061483//sulfinylpropanyl adenylate synthase;GO:0004019//adenylosuccinate synthase activityGO:0044208//'de novo' AMP biosynthetic process;GO:0006164//purine nucleotide biosynthetic process;GO:0046086//adenosine biosynthetic process;GO:0046040//IMP metabolic process;GO:0006106//fumarate metabolic process;GO:0071276//cellular response to cadmium ionK01939//adenylosuccinate synthase [EC:6.3.4.4]NP_594664.1//adenylosuccinate synthetase Ade2 [Schizosaccharomyces pombe 972h-]adenylosuccinate synthetase Ade2 (ade2), mRNA
2542347 NM_001018314.2390.57 375.15 282.58 SPAC1751.03GO:0016282//eukaryotic 43S preinitiation complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0033290//eukaryotic 48S preinitiation complex;GO:0005852//eukaryotic translation initiation factor 3 complex;GO:0005737//cytoplasmGO:0003743//translation initiation factor activityGO:0006446//regulation of translational initiation;GO:0001732//formation of cytoplasmic translation initiation complex;GO:0002183//cytoplasmic translational initiation;GO:0001731//formation of translation preinitiation complexK15030//translation initiation factor 3 subunit MBAA31742.1//unnamed protein product, partial [Schizosaccharomyces pombe]translation initiation factor eIF3m (SPAC1751.03), mRNA
2540565 NM_001021613.2299.29 306.61 179.89 mlo3 GO:0005634//nucleus;GO:0000346//transcription export complexGO:0003723//RNA bindingGO:0016973//poly(A)+ mRNA export from nucleusK12881//THO complex subunit 4NP_595715.1//RNA binding protein Mlo3 [Schizosaccharomyces pombe 972h-]RNA-binding protein Mlo3 (mlo3), mRNA
2542240 NM_001019206.2253.38 246.11 109.87 trp2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004834//tryptophan synthase activityGO:0000162//tryptophan biosynthetic processK01694//tryptophan synthase [EC:4.2.1.20]NP_593777.1//tryptophan synthase (predicted) [Schizosaccharomyces pombe 972h-]putative tryptophan synthase (trp2), mRNA
2540582 NM_001022572.2343.73 360.14 186.54 nda3 GO:0045298//tubulin complex;GO:0005816//spindle pole body;GO:0005829//cytosol;GO:0005881//cytoplasmic microtubule;GO:0005876//spindle microtubuleGO:0005200//structural constituent of cytoskeleton;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0098863//nuclear migration by microtubule mediated pushing forces;GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0090316//positive regulation of intracellular protein transport;GO:1903087//mitotic spindle pole body duplication;GO:0048312//intracellular distribution of mitochondria;GO:0031122//cytoplasmic microtubule organizationK07375//tubulin betaXP_013019851.1//tubulin beta Nda3 [Schizosaccharomyces octosporus yFS286]tubulin beta Nda3 (nda3), mRNA
2540479 NM_001022149.2369.04 330.84 224.87 fib1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0031428//box C/D snoRNP complex;GO:0015030//Cajal bodyGO:1990259//histone-glutamine methyltransferase activity;GO:0003729//mRNA binding;GO:0008649//rRNA methyltransferase activityGO:0000154//rRNA modification;GO:0031167//rRNA methylation;GO:0000494//box C/D snoRNA 3'-end processing;GO:0006356//regulation of transcription from RNA polymerase I promoter;GO:0006364//rRNA processing;GO:0008033//tRNA processing;GO:1990258//histone glutamine methylationK14563//rRNA 2'-O-methyltransferase fibrillarin [EC:2.1.1.-]NP_596229.1//fibrillarin [Schizosaccharomyces pombe 972h-]fibrillarin (fib1), mRNA
2541292 NM_001021732.2287.01 266.1 43.57 sdh4 GO:0005749//mitochondrial respiratory chain complex II, succinate dehydrogenase complex (ubiquinone);GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0042721//mitochondrial inner membrane protein insertion complexGO:0043495//protein membrane anchor;GO:0046872//metal ion binding;GO:0020037//heme binding;GO:0048039//ubiquinone bindingGO:0006099//tricarboxylic acid cycle;GO:0006121//mitochondrial electron transport, succinate to ubiquinone;GO:0045039//protein import into mitochondrial inner membraneK00237//succinate dehydrogenase (ubiquinone) membrane anchor subunitNP_595828.2//TIM22 inner membrane protein import complex anchor subunit Tim18 [Schizosaccharomyces pombe 972h-]TIM22 inner membrane protein import complex anchor subunit Tim18 (sdh4), partial mRNA
2543027 NM_001018970.2364.37 365.34 264.11 cdc42 GO:0043332//mating projection tip;GO:0035838//growing cell tip;GO:0032153//cell division site;GO:0051285//cell cortex of cell tip;GO:0097575//lateral cell cortex;GO:0012505//endomembrane system;GO:0030427//site of polarized growth;GO:0005829//cytosol;GO:0009898//cytoplasmic side of plasma membrane;GO:1902716//cell cortex of growing cell tip;GO:0005886//plasma membrane;GO:0090726//cortical dynamic polarity patch;GO:0070382//exocytic vesicle;GO:0051286//cell tip;GO:0005634//nucleus;GO:0071521//Cdc42 GTPase complex;GO:0032154//cleavage furrowGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0060627//regulation of vesicle-mediated transport;GO:0032488//Cdc42 protein signal transduction;GO:0032955//regulation of division septum assembly;GO:2000769//regulation of establishment or maintenance of cell polarity regulating cell shape;GO:0032005//signal transduction involved in conjugation with cellular fusion;GO:0030950//establishment or maintenance of actin cytoskeleton polarity;GO:0032951//regulation of beta-glucan biosynthetic process;GO:0017157//regulation of exocytosis;GO:0007264//small GTPase mediated signal transduction;GO:0051301//cell division;GO:1905708//regulation of cell morphogenesis involved in conjugation with cellular fusion;GO:0033157//regulation of intracellular protein transport;GO:0007049//cell cycleK04393//cell division control protein 42NP_593536.1//Rho family GTPase Cdc42 [Schizosaccharomyces pombe 972h-]Rho family GTPase Cdc42 (cdc42), mRNA
2538717 NM_001022723.2205.36 173.13 71.69 bio2 GO:0005739//mitochondrionGO:0004076//biotin synthase activity;GO:0046872//metal ion binding;GO:0051537//2 iron, 2 sulfur cluster binding;GO:0051539//4 iron, 4 sulfur cluster bindingGO:0009102//biotin biosynthetic processK01012//biotin synthase [EC:2.8.1.6]NP_587728.1//biotin synthase [Schizosaccharomyces pombe 972h-]biotin synthase (bio2), mRNA
2541555 NM_001356097.1219.94 214.12 209.92 SPAC24C9.08GO:0005774//vacuolar membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneGO:0004180//carboxypeptidase activity;GO:0046872//metal ion binding;GO:0004181//metallocarboxypeptidase activityGO:0051603//proteolysis involved in cellular protein catabolic process;GO:0007039//protein catabolic process in the vacuoleK01293 NP_594033.1//vacuolar carboxypeptidase (predicted) [Schizosaccharomyces pombe 972h-]putative carboxypeptidase (SPAC24C9.08), mRNA
2539300 NM_001022740.2433.94 415.48 57.65 ght8 GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0031966//mitochondrial membrane;GO:0005886//plasma membraneGO:0015149//hexose transmembrane transporter activity;GO:0005353//fructose transmembrane transporter activity;GO:0005355//glucose transmembrane transporter activity;GO:0005351//sugar:proton symporter activity;GO:0005358//high-affinity hydrogen:glucose symporter activityGO:0098708//glucose import across plasma membrane;GO:0046323//glucose import;GO:1990539//fructose import across plasma membraneK08139 NP_587746.1//hexose transporter Ght8 (predicted) [Schizosaccharomyces pombe 972h-]putative hexose transporter Ght8 (ght8), mRNA
2539982 NM_001023840.2312.13 322.9 329.71 SPBC1539.06GO:0005634//nucleus;GO:0005829//cytosolGO:0008289//lipid binding;GO:0000062//fatty-acyl-CoA binding;GO:0005324//long-chain fatty acid transporter activityGO:0015909//long-chain fatty acid transportK08762//diazepam-binding inhibitor (GABA receptor modulator, acyl-CoA-binding protein)NP_596820.1//acyl-coenzyme A binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative acyl-coenzyme A binding protein (SPBC1539.06), mRNA
2542128 NM_001018561.2401.26 409.55 1000.51 sod1 GO:0005615//extracellular space;GO:0005623//cell;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005737//cytoplasmGO:0004784//superoxide dismutase activity;GO:0046872//metal ion binding;GO:0005507//copper ion binding;GO:0008270//zinc ion bindingGO:0019430//removal of superoxide radicals;GO:0006878//cellular copper ion homeostasis;GO:0006882//cellular zinc ion homeostasis;GO:0045454//cell redox homeostasisK04565//superoxide dismutase, Cu-Zn family [EC:1.15.1.1]NP_593163.1//superoxide dismutase Sod1 [Schizosaccharomyces pombe 972h-]superoxide dismutase Sod1 (sod1), mRNA
2541651 NM_001019901.2383.64 374.41 88.67 SPAC25B8.12cGO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activity;GO:0016791//phosphatase activityNA NA NP_594472.1//nucleotide-sugar phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative nucleotide-sugar phosphatase (SPAC25B8.12c), mRNA
2538753 NM_001023159.2596.63 711.39 290.67 SPCC1281.06cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0031227//intrinsic component of endoplasmic reticulum membraneGO:0046872//metal ion binding;GO:0004768//stearoyl-CoA 9-desaturase activityGO:0006636//unsaturated fatty acid biosynthetic process;GO:0006633//fatty acid biosynthetic processK00507//stearoyl-CoA desaturase (Delta-9 desaturase) [EC:1.14.19.1]NP_588170.1//acyl-coA desaturase (predicted) [Schizosaccharomyces pombe 972h-]putative acyl-coA desaturase (SPCC1281.06c), mRNA
2539864 NM_001023795.2342.9 357.02 129.05 nda2 GO:0005874//microtubule;GO:0005737//cytoplasmGO:0005200//structural constituent of cytoskeleton;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0098863//nuclear migration by microtubule mediated pushing forces;GO:0007017//microtubule-based processK07374//tubulin alphaXP_002175496.1//tubulin alpha 1 [Schizosaccharomyces japonicus yFS275]tubulin alpha 1 (nda2), mRNA
2539278 NM_001023343.2232.55 211.79 104.5 drs1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0005524//ATP binding;GO:0004815//aspartate-tRNA ligase activityGO:0006422//aspartyl-tRNA aminoacylation;GO:0002181//cytoplasmic translationK01876//aspartyl-tRNA synthetase [EC:6.1.1.12]NP_588352.1//cytoplasmic aspartate-tRNA ligase Drs1 (predicted) [Schizosaccharomyces pombe 972h-]putative aspartate--tRNA (Asp) ligase Drs1 (drs1), mRNA

NR_149830.1 NR_149830.1 607.17 566.63 52.87 NA GO:0016021//integral component of membraneNA NA NA XP_001713036.1//hypothetical protein SPAC806.11 [Schizosaccharomyces pombe 972h-]non-coding RNA, poly(A)-bearing RNA (predicted) (prl3), miscRNA
2541225 NM_001022409.2193.28 292.19 199.57 sur2 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0042284//sphingolipid delta-4 desaturase activity;GO:0000170//sphingosine hydroxylase activity;GO:0005506//iron ion bindingGO:0006675//mannosyl-inositol phosphorylceramide metabolic process;GO:0030148//sphingolipid biosynthetic processK04713//sphinganine C4-monooxygenase [EC:1.14.18.5]NP_596489.1//sphingosine hydroxylase Sur2 [Schizosaccharomyces pombe 972h-]sphingosine hydroxylase Sur2 (sur2), mRNA
2542519 NM_001019852.2277.97 337.06 126.4 scs7 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0020037//heme binding;GO:0000170//sphingosine hydroxylase activity;GO:0005506//iron ion binding;GO:0080132//fatty acid alpha-hydroxylase activityGO:0006675//mannosyl-inositol phosphorylceramide metabolic process;GO:0006631//fatty acid metabolic process;GO:0030148//sphingolipid biosynthetic process;GO:0006633//fatty acid biosynthetic process;GO:0008610//lipid biosynthetic processK19703//4-hydroxysphinganine ceramide fatty acyl 2-hydroxylase [EC:1.14.18.6]NP_594423.1//sphingosine hydroxylase Scs7 [Schizosaccharomyces pombe 972h-]sphingosine hydroxylase Scs7 (scs7), mRNA
2541348 NM_001022108.3242.48 244.42 61 SPBP4H10.15GO:0005840//ribosome;GO:0005634//nucleus;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003994//aconitate hydratase activity;GO:0046872//metal ion binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0003735//structural constituent of ribosomeGO:0006099//tricarboxylic acid cycle;GO:0006536//glutamate metabolic process;GO:0032543//mitochondrial translation;GO:0019878//lysine biosynthetic process via aminoadipic acidK17450 NP_596189.3//aconitate hydratase/mitochondrial ribosomal protein subunit L49, fusion protein (predicted) [Schizosaccharomyces pombe 972h-]putative aconitase/ribosomal domain-containing protein (SPBP4H10.15), mRNA
2541695 NM_001019920.2370.29 334.95 49.2 cdc22 GO:0005971//ribonucleoside-diphosphate reductase complexGO:0004748//ribonucleoside-diphosphate reductase activity, thioredoxin disulfide as acceptor;GO:0051063//CDP reductase activity;GO:0005524//ATP binding;GO:0004550//nucleoside diphosphate kinase activityGO:0006240//dCDP biosynthetic process;GO:0006260//DNA replication;GO:0006235//dTTP biosynthetic process;GO:0046704//CDP metabolic processK10807//ribonucleoside-diphosphate reductase subunit M1 [EC:1.17.4.1]XP_013023962.1//ribonucleoside reductase large subunit Cdc22 [Schizosaccharomyces cryophilus OY26]ribonucleoside reductase large subunit Cdc22 (cdc22), mRNA
2542639 NM_001019937.2348.24 344.98 423.19 SPAC2C4.05 GO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0006810//transport;GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK20368//protein cornichonNP_594508.1//cornichon family protein (predicted) [Schizosaccharomyces pombe 972h-]putative cornichon family protein (SPAC2C4.05), mRNA
2538837 NM_001023079.2166.71 147.07 238.27 SPCC4B3.03cGO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA K16302//metal transporter CNNMNP_588087.1//mitochondrial morphology protein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC4B3.03c), mRNA
2539241 NM_001023495.2306.85 333.74 175.09 atp5 GO:0005737//cytoplasm;GO:0000274//mitochondrial proton-transporting ATP synthase, stator stalkGO:0005198//structural molecule activity;GO:0046933//proton-transporting ATP synthase activity, rotational mechanismGO:0015986//ATP synthesis coupled proton transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK02137//F-type H+-transporting ATPase subunit ONP_588505.1//F0-ATPase delta subunit (predicted) [Schizosaccharomyces pombe 972h-]putative F0-ATPase delta subunit atp5 (atp5), mRNA
2540705 NM_001022286.2383.48 335.67 109.58 gar1 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0031429//box H/ACA snoRNP complexGO:0034513//box H/ACA snoRNA bindingGO:0031120//snRNA pseudouridine synthesis;GO:0031118//rRNA pseudouridine synthesis;GO:0006364//rRNA processing;GO:0000454//snoRNA guided rRNA pseudouridine synthesisK11128//H/ACA ribonucleoprotein complex subunit 1NP_596365.1//snoRNP pseudouridylase box H/ACA snoRNP complex protein Gar1 [Schizosaccharomyces pombe 972h-]H/ACA snoRNP pseudouridylase subunit Gar1 (gar1), mRNA
2541464 NM_001018544.275.16 66.89 39.86 SPAC222.08cGO:1903600//glutaminase complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016829//lyase activity;GO:0008483//transaminase activity;GO:0004359//glutaminase activityGO:0006541//glutamine metabolic process;GO:0008615//pyridoxine biosynthetic process;GO:0042823//pyridoxal phosphate biosynthetic process;GO:0008614//pyridoxine metabolic processK08681//5'-phosphate synthase pdxT subunit [EC:4.3.3.6]NP_593147.1//glutamine aminotransferase subunit [Schizosaccharomyces pombe 972h-]glutamine aminotransferase subunit (SPAC222.08c), mRNA
2542744 NM_001018717.2408.9 395.36 752.03 cdc48 GO:1990112//RQC complex;GO:0005634//nucleus;GO:0000836//Hrd1p ubiquitin ligase complex;GO:0022625//cytosolic large ribosomal subunit;GO:1990023//mitotic spindle midzone;GO:0000839//Hrd1p ubiquitin ligase ERAD-L complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0034098//VCP-NPL4-UFD1 AAA ATPase complex;GO:0036266//Cdc48p-Npl4p-Vms1p AAA ATPase complex;GO:0005829//cytosol;GO:0000837//Doa10p ubiquitin ligase complexGO:0043130//ubiquitin binding;GO:0060090//molecular adaptor activity;GO:0005524//ATP binding;GO:0042802//identical protein binding;GO:0019888//protein phosphatase regulator activity;GO:0016887//ATPase activityGO:0046034//ATP metabolic process;GO:0051306//mitotic sister chromatid separation;GO:0030970//retrograde protein transport, ER to cytosol;GO:1990116//ribosome-associated ubiquitin-dependent protein catabolic process;GO:0031134//sister chromatid biorientation;GO:2001168//positive regulation of histone H2B ubiquitination;GO:0071629//cytoplasm protein quality control by the ubiquitin-proteasome system;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0015031//protein transport;GO:0035103//sterol regulatory element binding protein cleavage;GO:1900182//positive regulation of protein localization to nucleus;GO:0071630//nuclear protein quality control by the ubiquitin-proteasome system;GO:0071712//ER-associated misfolded protein catabolic process;GO:0051228//mitotic spindle disassembly;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0016320//endoplasmic reticulum membrane fusion;GO:0051974//negative regulation of telomerase activity;GO:1990171//SCF complex disassembly in response to cadmium stress;GO:0034727//piecemeal microautophagy of the nucleus;GO:0034517//ribophagy;GO:0072671//mitochondria-associated ubiquitin-dependent protein catabolic process;GO:0043624//cellular protein complex disassembly;GO:0070651//nonfunctional rRNA decay;GO:0061166//establishment of endoplasmic reticulum localization involved in endoplasmic reticulum polarization at cell division siteK13525//transitional endoplasmic reticulum ATPaseNP_593287.2//AAA family ATPase Cdc48 [Schizosaccharomyces pombe 972h-]AAA family ATPase Cdc48 (cdc48), partial mRNA
2541329 NM_001021727.2239.07 218.35 140.98 SPBP23A10.11cGO:0009277//fungal-type cell wall;GO:0005783//endoplasmic reticulumNA NA K19898 XP_013021744.1//fungal protein [Schizosaccharomyces cryophilus OY26]putative circularly permuted 1,3-beta-glucanase (SPBP23A10.11c), mRNA
2540538 NM_001022566.2228.96 189.27 118.98 cho2 GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0004608//phosphatidylethanolamine N-methyltransferase activityGO:0006656//phosphatidylcholine biosynthetic processK16369 NP_596644.1//phosphatidylethanolamine N-methyltransferase Cho2 [Schizosaccharomyces pombe 972h-]phosphatidylethanolamine N-methyltransferase Cho2 (cho2), mRNA
2541827 NM_001018751.2198.49 283.82 333.74 itr2 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0005355//glucose transmembrane transporter activity;GO:0005351//sugar:proton symporter activityGO:0035428//hexose transmembrane transport;GO:0046323//glucose import;GO:1904679//myo-inositol import across plasma membraneK08150//MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13NP_593320.1//MFS myo-inositol transporter [Schizosaccharomyces pombe 972h-]MFS myo-inositol transporter (itr2), mRNA
2541664 NM_001020355.2135.77 188.21 27.74 SPAC2H10.01GO:0005634//nucleus;GO:0005829//cytosolGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0044212//transcription regulatory region DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0009062//fatty acid catabolic processK19849;K19898NP_594923.1//transcription factor, zf-fungal binuclear cluster type (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPAC2H10.01), mRNA
2541331 NM_001022101.2266.55 303.4 283.16 qcr10 GO:0016021//integral component of membrane;GO:0005750//mitochondrial respiratory chain complex III;GO:0005739//mitochondrionGO:0008121//ubiquinol-cytochrome-c reductase activityGO:0009060//aerobic respiration;GO:0006122//mitochondrial electron transport, ubiquinol to cytochrome cK00420//ubiquinol-cytochrome c reductase subunit 10NP_596182.1//Reiske ISP-associated protein, ubiquinol-cytochrome-c reductase complex subunit Qcr10 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquinol-cytochrome-c reductase complex subunit Qcr10 (qcr10), mRNA
2541759 NM_001018216.2317.8 218.49 40.39 SPAC5H10.03GO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activity;GO:0003824//catalytic activityGO:0008152//metabolic processNA NP_592816.1//phosphoglycerate mutase family [Schizosaccharomyces pombe 972h-]phosphoglycerate mutase family (SPAC5H10.03), mRNA
2539650 NM_001021792.2185.64 175.19 95.2 his2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004636//phosphoribosyl-ATP diphosphatase activity;GO:0005524//ATP binding;GO:0008270//zinc ion binding;GO:0051287//NAD binding;GO:0004399//histidinol dehydrogenase activity;GO:0004635//phosphoribosyl-AMP cyclohydrolase activityGO:0000105//histidine biosynthetic processK14152//phosphoribosyl-ATP pyrophosphohydrolase / phosphoribosyl-AMP cyclohydrolase / histidinol dehydrogenase [EC:3.6.1.31 3.5.4.19 1.1.1.23]NP_595886.1//histidinol dehydrogenase His2 (predicted) [Schizosaccharomyces pombe 972h-]putative histidinol dehydrogenase His2 (his2), mRNA
2543508 NM_001356088.1276.94 292.81 130.84 pvg1 GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0009898//cytoplasmic side of plasma membrane;GO:0005737//cytoplasmGO:0046919//pyruvyltransferase activityGO:0051072//4,6-pyruvylated galactose residue biosynthetic process;GO:0071555//cell wall organization;GO:0009272//fungal-type cell wall biogenesisNA NP_593959.1//pyruvyl transferase pvg1 [Schizosaccharomyces pombe 972h-]pyruvyltransferase Pvg1 (pvg1), mRNA
2539661 NM_001021807.2213.97 214.18 109.52 pyr1 GO:0005829//cytosolGO:0004736//pyruvate carboxylase activity;GO:0046872//metal ion binding;GO:0004075//biotin carboxylase activity;GO:0005524//ATP binding;GO:0009374//biotin bindingGO:0006090//pyruvate metabolic process;GO:0006094//gluconeogenesisK01958//pyruvate carboxylase [EC:6.4.1.1]XP_002171743.2//pyruvate carboxylase [Schizosaccharomyces japonicus yFS275]pyruvate carboxylase Pyr1 (pyr1), mRNA
2540046 NM_001021032.2302.45 279.45 118.89 nrs1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004816//asparagine-tRNA ligase activity;GO:0003676//nucleic acid bindingGO:0006421//asparaginyl-tRNA aminoacylation;GO:0002181//cytoplasmic translationK01893//asparaginyl-tRNA synthetase [EC:6.1.1.22]NP_595125.1//cytoplasmic asparagine-tRNA ligase Nrs1 (predicted) [Schizosaccharomyces pombe 972h-]putative asparagine--tRNA (Asn) ligase Nrs1 (nrs1), mRNA
2541224 NM_001022414.2144.54 132.29 68.85 his4 GO:0005634//nucleus;GO:0005829//cytosolGO:0004359//glutaminase activity;GO:0016833//oxo-acid-lyase activity;GO:0000107//imidazoleglycerol-phosphate synthase activityGO:0006541//glutamine metabolic process;GO:0000105//histidine biosynthetic processK01663//glutamine amidotransferase / cyclase [EC:2.4.2.- 4.1.3.-]NP_596494.2//imidazoleglycerol-phosphate synthase (predicted) [Schizosaccharomyces pombe 972h-]putative imidazoleglycerol-phosphate synthase (his4), mRNA
2540616 NM_001022609.2336.3 340.01 246.44 erg10 GO:0005829//cytosolGO:0046872//metal ion binding;GO:0003985//acetyl-CoA C-acetyltransferase activity;GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsGO:0006635//fatty acid beta-oxidation;GO:0008152//metabolic process;GO:0006696//ergosterol biosynthetic processK00626//acetyl-CoA C-acetyltransferase [EC:2.3.1.9]NP_596686.1//acetyl-CoA C-acetyltransferase Erg10 (predicted) [Schizosaccharomyces pombe 972h-]putative acetyl-CoA C-acetyltransferase Erg10 (erg10), mRNA
3361514 NM_001356036.1526.58 424.92 1339.94 pss1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0000774//adenyl-nucleotide exchange factor activityGO:0006457//protein folding;GO:0042026//protein refoldingK09489//heat shock 70kDa protein 4XP_001713060.1//heat shock protein Pss1 [Schizosaccharomyces pombe 972h-]heat shock protein Pss1 (pss1), mRNA
2542090 NM_001019957.2338.39 319.76 199.74 SPAC25G10.08GO:0071541//eukaryotic translation initiation factor 3 complex, eIF3m;GO:0016282//eukaryotic 43S preinitiation complex;GO:0010494//cytoplasmic stress granule;GO:0071540//eukaryotic translation initiation factor 3 complex, eIF3e;GO:0005829//cytosol;GO:0033290//eukaryotic 48S preinitiation complex;GO:0005852//eukaryotic translation initiation factor 3 complex;GO:0005737//cytoplasmGO:0003743//translation initiation factor activity;GO:0031369//translation initiation factor bindingGO:0006446//regulation of translational initiation;GO:0002183//cytoplasmic translational initiation;GO:0001731//formation of translation preinitiation complexK03253//translation initiation factor 3 subunit BNP_594528.1//translation initiation factor eIF3b (p84) [Schizosaccharomyces pombe 972h-]translation initiation factor eIF3b (p84) (SPAC25G10.08), mRNA
2542683 NM_001020131.2261.96 258.52 107.33 mid2 GO:0031097//medial cortex;GO:0005829//cytosol;GO:0032168//hyphal septin ring;GO:0005940//septin ring;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0005525//GTP binding;GO:0005546//phosphatidylinositol-4,5-bisphosphate bindingGO:0000281//mitotic cytokinesis;GO:0031106//septin ring organization;GO:0019954//asexual reproduction;GO:0031107//septin ring disassemblyNA NP_594704.2//septin ring organizing protein [Schizosaccharomyces pombe 972h-]septin ring organizing protein (mid2), mRNA
2543119 NM_001019620.2363.22 371.32 99.62 SPAC3A11.07GO:0016021//integral component of membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0008137//NADH dehydrogenase (ubiquinone) activity;GO:0016491//oxidoreductase activityGO:0006116//NADH oxidation;GO:0042775//mitochondrial ATP synthesis coupled electron transportK17871//NADH:ubiquinone reductase (non-electrogenic) [EC:1.6.5.9]NP_594196.1//NADH dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative NADH dehydrogenase (SPAC3A11.07), mRNA
2542164 NM_001019449.2251.16 221.2 80.63 SPAC1786.02GO:0009277//fungal-type cell wall;GO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0016021//integral component of membrane;GO:0005576//extracellular regionGO:0004620//phospholipase activity;GO:0004622//lysophospholipase activityGO:0009395//phospholipid catabolic process;GO:0046475//glycerophospholipid catabolic processK13333 NP_594024.1//phospholipase (predicted) [Schizosaccharomyces pombe 972h-]putative phospholipase (SPAC1786.02), mRNA
2539746 NM_001021799.2300.98 270.37 192.22 krs1 GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004824//lysine-tRNA ligase activity;GO:0003676//nucleic acid bindingGO:0006430//lysyl-tRNA aminoacylation;GO:0002181//cytoplasmic translationK04567//lysyl-tRNA synthetase, class II [EC:6.1.1.6]NP_595892.1//cytoplasmic lysine-tRNA ligase Krs1 (predicted) [Schizosaccharomyces pombe 972h-]putative lysine--tRNA (Lys) ligase Krs1 (krs1), mRNA
2541030 NM_001021316.2282.61 326.67 1740 ubi4 NA NA NA K08770//ubiquitin CAAC64787.1//polyubiquitin [Schizosaccharomyces pombe]ubiquitin (ubi4), mRNA
2541089 NM_001021275.2317.08 284.34 210.91 int6 GO:0016282//eukaryotic 43S preinitiation complex;GO:0005634//nucleus;GO:0071540//eukaryotic translation initiation factor 3 complex, eIF3e;GO:0005829//cytosol;GO:0033290//eukaryotic 48S preinitiation complex;GO:0005852//eukaryotic translation initiation factor 3 complex;GO:0005737//cytoplasmGO:0003743//translation initiation factor activityGO:0006446//regulation of translational initiation;GO:0001732//formation of cytoplasmic translation initiation complex;GO:0070196//eukaryotic translation initiation factor 3 complex assembly;GO:0034613//cellular protein localization;GO:0032436//positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0001731//formation of translation preinitiation complexK03250//translation initiation factor 3 subunit ENP_595367.1//eukaryotic translation initiation factor 3 subunit E [Schizosaccharomyces pombe 972h-]eukaryotic translation initiation factor 3 subunit E (int6), mRNA
2543412 NM_001020053.2299.65 294.16 149.45 moe1 GO:0071541//eukaryotic translation initiation factor 3 complex, eIF3m;GO:0016282//eukaryotic 43S preinitiation complex;GO:0005634//nucleus;GO:0071540//eukaryotic translation initiation factor 3 complex, eIF3e;GO:0005829//cytosol;GO:0033290//eukaryotic 48S preinitiation complexGO:0098808//mRNA cap binding;GO:0003743//translation initiation factor activityGO:0006446//regulation of translational initiation;GO:0001732//formation of cytoplasmic translation initiation complex;GO:0002191//cap-dependent translational initiation;GO:0001731//formation of translation preinitiation complexK03251//translation initiation factor 3 subunit DNP_594625.1//translation initiation factor eIF3d Moe1 [Schizosaccharomyces pombe 972h-]translation initiation factor eIF3d Moe1 (moe1), mRNA
5802723 NM_001355929.1471.68 471.67 109.01 SPCC417.15 NA NA NA NA XP_001713169.1//hypothetical protein SPCC417.15 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC417.15), partial mRNA
2542270 NM_001019016.2303.04 313.55 356.71 SPAC17H9.14cGO:0005783//endoplasmic reticulumGO:0015035//protein disulfide oxidoreductase activity;GO:0003756//protein disulfide isomerase activityGO:0006457//protein folding;GO:0034599//cellular response to oxidative stress;GO:0034976//response to endoplasmic reticulum stress;GO:0045454//cell redox homeostasisK09584//protein disulfide-isomerase A6 [EC:5.3.4.1]NP_593584.1//protein disulfide isomerase [Schizosaccharomyces pombe 972h-]protein disulfide isomerase (SPAC17H9.14c), mRNA
2541305 NM_001021650.2302.88 325.7 184.23 clc1 GO:0030125//clathrin vesicle coat;GO:0030130//clathrin coat of trans-Golgi network vesicle;GO:0031410//cytoplasmic vesicle;GO:0005737//cytoplasm;GO:0005768//endosome;GO:0030479//actin cortical patch;GO:0030132//clathrin coat of coated pit;GO:0005794//Golgi apparatusGO:0032050//clathrin heavy chain binding;GO:0005198//structural molecule activityGO:0006886//intracellular protein transport;GO:0072583//clathrin-dependent endocytosis;GO:0006887//exocytosisNA NP_595750.1//clathrin light chain [Schizosaccharomyces pombe 972h-]clathrin light chain (clc1), mRNA
2539698 NM_001021516.2162.26 150.96 79.16 his3 GO:0005634//nucleus;GO:0005829//cytosolGO:0080130//L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0004400//histidinol-phosphate transaminase activity;GO:0030170//pyridoxal phosphate bindingGO:0000105//histidine biosynthetic process;GO:0010045//response to nickel cationK00817//histidinol-phosphate aminotransferase [EC:2.6.1.9]NP_595622.1//histidinol-phosphate aminotransferase imidazole acetol phosphate transaminase His3 [Schizosaccharomyces pombe 972h-]bifunctional histidinol-phosphate aminotransferase/imidazole acetol phosphate transaminase His3 (his3), mRNA
2543131 NM_001018294.2446.71 379.48 399.41 mcp60 GO:0005759//mitochondrial matrix;GO:0042645//mitochondrial nucleoid;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0071014//post-mRNA release spliceosomal complex;GO:0005739//mitochondrion;GO:0031966//mitochondrial membrane;GO:0005737//cytoplasmGO:0003688//DNA replication origin binding;GO:0003697//single-stranded DNA binding;GO:0005524//ATP binding;GO:0051082//unfolded protein binding;GO:0051087//chaperone binding;GO:0044183//protein binding involved in protein folding;GO:0016887//ATPase activityGO:0006458//'de novo' protein folding;GO:0008637//apoptotic mitochondrial changes;GO:0061077//chaperone-mediated protein folding;GO:0051131//chaperone-mediated protein complex assembly;GO:0051604//protein maturation;GO:0050821//protein stabilization;GO:0045041//protein import into mitochondrial intermembrane space;GO:0042026//protein refolding;GO:0030150//protein import into mitochondrial matrixK04077//chaperonin GroELNP_592894.1//mitochondrial heat shock protein Hsp60/Mcp60 [Schizosaccharomyces pombe 972h-]protein Mcp60 (mcp60), mRNA
2542959 NM_001018723.2251.24 257.98 139.15 tom20 GO:0005742//mitochondrial outer membrane translocase complex;GO:0031307//integral component of mitochondrial outer membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0030943//mitochondrion targeting sequence binding;GO:0015450//P-P-bond-hydrolysis-driven protein transmembrane transporter activityGO:0006605//protein targeting;GO:0016031//tRNA import into mitochondrion;GO:0070096//mitochondrial outer membrane translocase complex assembly;GO:0030150//protein import into mitochondrial matrixK17770//mitochondrial import receptor subunit TOM20NP_593293.1//mitochondrial TOM complex subunit Tom20 (predicted) [Schizosaccharomyces pombe 972h-]putative TOM complex subunit Tom20 (tom20), mRNA
2539253 NM_001355953.1379.41 382.67 166.6 SPCC1827.03cGO:0005829//cytosol;GO:0005782//peroxisomal matrix;GO:0005737//cytoplasm;GO:0005778//peroxisomal membraneGO:0050203//oxalate-CoA ligase activity;GO:0003729//mRNA binding;GO:0003824//catalytic activity;GO:0016878//acid-thiol ligase activityGO:0008152//metabolic process;GO:0033611//oxalate catabolic process;GO:0006631//fatty acid metabolic process;GO:0006084//acetyl-CoA metabolic processK22133//oxalate---CoA ligase [EC:6.2.1.8]NP_588549.1//acetyl-CoA ligase (predicted) [Schizosaccharomyces pombe 972h-]putative acetyl-CoA ligase (SPCC1827.03c), mRNA
2542573 NM_001019735.2257.61 229.04 251.23 gua2 GO:0005829//cytosolGO:0003922//GMP synthase (glutamine-hydrolyzing) activity;GO:0005524//ATP binding;GO:0016462//pyrophosphatase activity;GO:0003921//GMP synthase activityGO:0006541//glutamine metabolic process;GO:0006177//GMP biosynthetic processK01951//GMP synthase (glutamine-hydrolysing) [EC:6.3.5.2]NP_594312.1//GMP synthase [glutamine-hydrolyzing] Gua2 (predicted) [Schizosaccharomyces pombe 972h-]putative GMP synthase Gua2 (gua2), mRNA
2542983 NM_001018210.248.35 50.58 13.95 SPAC11D3.15GO:0005829//cytosolGO:0017168//5-oxoprolinase (ATP-hydrolyzing) activityGO:0006749//glutathione metabolic process;GO:1990748//cellular detoxificationK01469//5-oxoprolinase (ATP-hydrolysing) [EC:3.5.2.9]NP_592810.1//5-oxoprolinase (ATP-hydrolizing) (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-hydrolizing 5-oxoprolinase (SPAC11D3.15), mRNA
2540326 NM_001021978.2381.25 366.81 152.05 hmt2 GO:0005739//mitochondrionGO:0070224//sulfide:quinone oxidoreductase activity;GO:0048038//quinone binding;GO:0071949//FAD bindingGO:0098849//cellular detoxification of cadmium ion;GO:0042762//regulation of sulfur metabolic process;GO:0070219//cellular sulfide ion homeostasis;GO:0046938//phytochelatin biosynthetic process;GO:0006750//glutathione biosynthetic process;GO:0071276//cellular response to cadmium ionK17218//sulfide:quinone oxidoreductase [EC:1.8.5.4]NP_596067.1//sulfide-quinone oxidoreductase [Schizosaccharomyces pombe 972h-]sulfide-quinone oxidoreductase (hmt2), mRNA
2541279 NM_001023866.2173.72 163.11 42.23 SPBC8E4.03 GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuoleGO:0008783//agmatinase activity;GO:0046872//metal ion binding;GO:0016813//hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amidines;GO:0030145//manganese ion bindingGO:0019627//urea metabolic process;GO:0006520//cellular amino acid metabolic processK01480//agmatinase [EC:3.5.3.11]NP_596844.1//agmatinase 2 (predicted) [Schizosaccharomyces pombe 972h-]putative agmatinase 2 (SPBC8E4.03), mRNA
3361468 NM_001356109.1227.64 272.47 258.5 sxa1 GO:0009277//fungal-type cell wall;GO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0016021//integral component of membrane;GO:0005576//extracellular region;GO:0005886//plasma membraneGO:0008233//peptidase activity;GO:0004190//aspartic-type endopeptidase activityGO:0031505//fungal-type cell wall organization;GO:0030163//protein catabolic processK01381//saccharopepsin [EC:3.4.23.25]XP_001713079.1//aspartic protease Sxa1 [Schizosaccharomyces pombe 972h-]aspartic protease Sxa1 (sxa1), mRNA
2543291 NM_001020006.2334.06 370.24 758 SPAC9E9.04 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmNA GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0070973//protein localization to endoplasmic reticulum exit siteK20405//nitrogen permease regulator 2-like protein;K14009//B-cell receptor-associated protein 31NP_594577.1//hypothetical protein SPAC9E9.04 [Schizosaccharomyces pombe 972h-]putative bcap family protein (SPAC9E9.04), mRNA
2542103 NM_001019437.1249.12 252.19 164.88 pac2 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosolGO:0003677//DNA bindingGO:0007165//signal transduction;GO:0051321//meiotic cell cycle;GO:0031138//negative regulation of conjugation with cellular fusionK21631 NP_594011.1//cAMP-independent regulatory protein Pac2 [Schizosaccharomyces pombe 972h-]cAMP-independent regulatory protein Pac2 (pac2), partial mRNA
2542357 NM_001020141.2229.95 221.97 180.36 qcr8 GO:0016021//integral component of membrane;GO:0005750//mitochondrial respiratory chain complex III;GO:0005739//mitochondrionGO:0008121//ubiquinol-cytochrome-c reductase activityGO:0009060//aerobic respiration;GO:0006122//mitochondrial electron transport, ubiquinol to cytochrome cK00418//ubiquinol-cytochrome c reductase subunit 8NP_594714.1//ubiquinol-cytochrome-c reductase complex subunit 7 [Schizosaccharomyces pombe 972h-]ubiquinol-cytochrome-c reductase complex subunit 7 (qcr8), mRNA
2541811 NM_001018643.2283.1 258.61 310.21 SPAC22A12.16GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0009346//citrate lyase complexGO:0003878//ATP citrate synthase activity;GO:0005524//ATP bindingGO:0006101//citrate metabolic process;GO:0006085//acetyl-CoA biosynthetic process;GO:0006633//fatty acid biosynthetic processK01648//ATP citrate (pro-S)-lyase [EC:2.3.3.8]NP_593246.1//ATP-citrate synthase subunit 2 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-citrate synthase subunit 2 (SPAC22A12.16), mRNA
2543607 NM_001019294.2529.77 553.48 372.3 hxk2 GO:0005634//nucleus;GO:0005829//cytosolGO:0019158//mannokinase activity;GO:0005524//ATP binding;GO:0004340//glucokinase activity;GO:0008865//fructokinase activity;GO:0005536//glucose bindingGO:0061621//canonical glycolysis;GO:0006013//mannose metabolic process;GO:0019660//glycolytic fermentation;GO:0001678//cellular glucose homeostasis;GO:0051156//glucose 6-phosphate metabolic process;GO:0006002//fructose 6-phosphate metabolic process;GO:0006096//glycolytic processK00844//hexokinase [EC:2.7.1.1]NP_593865.1//hexokinase 2 [Schizosaccharomyces pombe 972h-]hexokinase 2 (hxk2), mRNA
2541339 NM_001023870.260.89 55.02 148.27 pho1 GO:0016020//membrane;GO:0005783//endoplasmic reticulum;GO:0009897//external side of plasma membrane;GO:0005622//intracellular;GO:0005737//cytoplasm;GO:0009277//fungal-type cell wall;GO:0005618//cell wall;GO:0030287//cell wall-bounded periplasmic space;GO:0005794//Golgi apparatus;GO:0005576//extracellular regionGO:0052745//inositol phosphate phosphatase activity;GO:0003993//acid phosphatase activity;GO:0042131//thiamine phosphate phosphatase activityGO:0009228//thiamine biosynthetic process;GO:0016036//cellular response to phosphate starvation;GO:0043647//inositol phosphate metabolic process;GO:0046434//organophosphate catabolic processK01078 NP_596847.1//acid phosphatase Pho1 [Schizosaccharomyces pombe 972h-]acid phosphatase Pho1 (pho1), mRNA
2539674 NM_001020980.2277.29 280.39 128.14 SPBC1198.05GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004385//guanylate kinase activityGO:0046037//GMP metabolic process;GO:0006163//purine nucleotide metabolic process;GO:0006183//GTP biosynthetic processK00942//guanylate kinase [EC:2.7.4.8]NP_595074.1//guanylate kinase (predicted) [Schizosaccharomyces pombe 972h-]putative guanylate kinase (SPBC1198.05), mRNA
2539839 NM_001021338.2300.19 312.74 214.01 atp3 GO:0005739//mitochondrion;GO:0005756//mitochondrial proton-transporting ATP synthase, central stalkGO:0046961//proton-transporting ATPase activity, rotational mechanism;GO:0046933//proton-transporting ATP synthase activity, rotational mechanismGO:0015986//ATP synthesis coupled proton transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK02136//F-type H+-transporting ATPase subunit gammaNP_595430.1//F1-ATPase gamma subunit (predicted) [Schizosaccharomyces pombe 972h-]putative F1-ATPase gamma subunit atp3 (atp3), mRNA
2543087 NM_001020085.2311.77 316.63 155.74 SPAC30C2.04GO:0010494//cytoplasmic stress granule;GO:0017102//methionyl glutamyl tRNA synthetase complex;GO:0005737//cytoplasm;GO:0017101//aminoacyl-tRNA synthetase multienzyme complexGO:0080025//phosphatidylinositol-3,5-bisphosphate binding;GO:0032266//phosphatidylinositol-3-phosphate binding;GO:0004812//aminoacyl-tRNA ligase activity;GO:0000049//tRNA binding;GO:0008047//enzyme activator activityGO:0051351//positive regulation of ligase activity;GO:0006418//tRNA aminoacylation for protein translation;GO:0002181//cytoplasmic translationK15437//aminoacyl tRNA synthase complex-interacting multifunctional protein 1NP_594656.1//cofactor for methionyl-and glutamyl-tRNA synthetases (predicted) [Schizosaccharomyces pombe 972h-]putative methionyl and glutamyl-tRNA synthetase cofactor (SPAC30C2.04), partial mRNA
2543025 NM_001018441.2266.91 293.8 125.11 cox4 GO:0005739//mitochondrion;GO:0005751//mitochondrial respiratory chain complex IVGO:0046872//metal ion binding;GO:0004129//cytochrome-c oxidase activity;GO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingGO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0006123//mitochondrial electron transport, cytochrome c to oxygen;GO:0042776//mitochondrial ATP synthesis coupled proton transport;GO:0009060//aerobic respirationK02265//cytochrome c oxidase subunit 5bNP_593042.1//cytochrome c oxidase subunit IV (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c oxidase subunit IV (cox4), mRNA
2540376 NM_001022576.2117.12 124.95 104.48 SPBC26H8.11cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0047617//acyl-CoA hydrolase activityGO:0035338//long-chain fatty-acyl-CoA biosynthetic process;GO:0035965//cardiolipin acyl-chain remodelingK00860//adenylylsulfate kinase [EC:2.7.1.25]NP_596654.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC26H8.11c), mRNA
2543141 NM_001356073.1355.93 329.65 161.01 hcs1 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005829//cytosolGO:0004421//hydroxymethylglutaryl-CoA synthase activityGO:0010142//farnesyl diphosphate biosynthetic process, mevalonate pathway;GO:0006084//acetyl-CoA metabolic process;GO:0006696//ergosterol biosynthetic processK01641//hydroxymethylglutaryl-CoA synthase [EC:2.3.3.10]NP_593859.1//3-hydroxy-3-methylglutaryl-CoA synthase [Schizosaccharomyces pombe 972h-]3-hydroxy-3-methylglutaryl-CoA synthase (hcs1), mRNA
2538835 NM_001023313.3267.13 283.34 183.04 cox12 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005751//mitochondrial respiratory chain complex IVGO:0004129//cytochrome-c oxidase activityGO:0033617//mitochondrial respiratory chain complex IV assemblyK02267//cytochrome c oxidase subunit 6bNP_588322.2//cytochrome c oxidase subunit VIb (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c oxidase subunit VIb (cox12), mRNA
2542598 NM_001019529.2190.35 198.23 103.97 idp1 GO:0005739//mitochondrionGO:0000287//magnesium ion binding;GO:0004450//isocitrate dehydrogenase (NADP+) activity;GO:0051287//NAD bindingGO:0006099//tricarboxylic acid cycle;GO:0006102//isocitrate metabolic processK00031//isocitrate dehydrogenase [EC:1.1.1.42]XP_013019482.1//isocitrate dehydrogenase Idp1 [Schizosaccharomyces octosporus yFS286]putative isocitrate dehydrogenase Idp1 (idp1), mRNA
2542829 NM_001019112.2316.36 293.87 83.92 byr3 GO:0005730//nucleolus;GO:0005829//cytosolGO:0003729//mRNA binding;GO:0003677//DNA binding;GO:0008494//translation activator activity;GO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingGO:2000767//positive regulation of cytoplasmic translationK09250//cellular nucleic acid-binding proteinNP_593680.1//zinc finger protein Byr3 [Schizosaccharomyces pombe 972h-]zinc finger protein Byr3 (byr3), mRNA
2539520 NM_001023142.2191.89 208.48 170.57 wbp1 GO:0005783//endoplasmic reticulum;GO:0008250//oligosaccharyltransferase complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016757//transferase activity, transferring glycosyl groupsGO:0018279//protein N-linked glycosylation via asparagine;GO:0006487//protein N-linked glycosylationK12670//oligosaccharyltransferase complex subunit betaNP_588153.1//dolichyl-di-phosphooligosaccharide-protein glycotransferase subunit Wbp1 (predicted) [Schizosaccharomyces pombe 972h-]putative dolichyl-diphosphooligosaccharide--protein glycotransferase subunit Wbp1 (wbp1), mRNA
2543495 NM_001019403.283.72 178.54 24.22 mfm2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005576//extracellular region;GO:0005886//plasma membraneGO:0000772//mating pheromone activityGO:0000747//conjugation with cellular fusion;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusionNA NP_593977.1//M-factor precursor Mfm2 [Schizosaccharomyces pombe 972h-]M-factor precursor Mfm2 (mfm2), mRNA
2542907 NM_001018674.2296.36 285.69 256.66 rpn501 GO:0005634//nucleus;GO:0008541//proteasome regulatory particle, lid subcomplex;GO:0034399//nuclear periphery;GO:0008180//COP9 signalosome;GO:0031595//nuclear proteasome complex;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0034515//proteasome storage granuleNA GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0000338//protein deneddylation;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK03035//26S proteasome regulatory subunit N5NP_593278.1//19S proteasome regulatory subunit Rpn501 [Schizosaccharomyces pombe 972h-]19S proteasome regulatory subunit Rpn501 (rpn501), mRNA

NR_151002.1 NR_151002.1 348.67 277.74 297.4 NA GO:0005759//mitochondrial matrix;GO:0042645//mitochondrial nucleoid;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0071014//post-mRNA release spliceosomal complex;GO:0005739//mitochondrion;GO:0031966//mitochondrial membrane;GO:0005737//cytoplasmGO:0003688//DNA replication origin binding;GO:0003697//single-stranded DNA binding;GO:0005524//ATP binding;GO:0051082//unfolded protein binding;GO:0051087//chaperone binding;GO:0044183//protein binding involved in protein folding;GO:0016887//ATPase activityGO:0006458//'de novo' protein folding;GO:0008637//apoptotic mitochondrial changes;GO:0061077//chaperone-mediated protein folding;GO:0051131//chaperone-mediated protein complex assembly;GO:0051604//protein maturation;GO:0050821//protein stabilization;GO:0045041//protein import into mitochondrial intermembrane space;GO:0042026//protein refolding;GO:0030150//protein import into mitochondrial matrixK04077//chaperonin GroELNP_592894.1//mitochondrial heat shock protein Hsp60/Mcp60 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.639), miscRNA
2541582 NM_001019995.2256.7 285.49 349.2 tbp1 GO:0005672//transcription factor TFIIA complex;GO:0000126//transcription factor TFIIIB complex;GO:0005634//nucleus;GO:0070860//RNA polymerase I core factor complex;GO:0000500//RNA polymerase I upstream activating factor complex;GO:0005669//transcription factor TFIID complex;GO:0000120//RNA polymerase I transcription factor complexGO:0001092//TFIIA-class transcription factor binding;GO:0001169//transcription factor activity, RNA polymerase I CORE element sequence-specific binding;GO:0000983//transcription factor activity, RNA polymerase II core promoter sequence-specific DNA binding;GO:0000979//RNA polymerase II core promoter sequence-specific DNA binding;GO:0001186//transcription factor activity, RNA polymerase I transcription factor recruiting;GO:0001006//RNA polymerase III type 3 promoter sequence-specific DNA binding;GO:0003682//chromatin binding;GO:0097718//disordered domain specific binding;GO:0008301//DNA binding, bending;GO:0001102//RNA polymerase II activating transcription factor binding;GO:0001179//RNA polymerase I transcription factor bindingGO:0006360//transcription from RNA polymerase I promoter;GO:0070898//RNA polymerase III transcriptional preinitiation complex assembly;GO:0042790//transcription of nuclear large rRNA transcript from RNA polymerase I promoter;GO:1903357//regulation of transcription initiation from RNA polymerase I promoter for nuclear large rRNA transcript;GO:0006384//transcription initiation from RNA polymerase III promoter;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0051123//RNA polymerase II transcriptional preinitiation complex assembly;GO:0070893//transposon integrationK03120//transcription initiation factor TFIID TATA-box-binding proteinNP_594566.1//TATA-binding protein (TBP) [Schizosaccharomyces pombe 972h-]TATA-binding protein (TBP) (tbp1), mRNA
2541878 NM_001018433.2257.56 261.89 82.18 atp20 GO:0000276//mitochondrial proton-transporting ATP synthase complex, coupling factor F(o);GO:0005739//mitochondrionGO:0005198//structural molecule activity;GO:0015078//hydrogen ion transmembrane transporter activityGO:0015986//ATP synthesis coupled proton transport;GO:0099132//ATP hydrolysis coupled cation transmembrane transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK02140//F-type H+-transporting ATPase subunit gNP_593034.1//F0-ATPase subunit G (predicted) [Schizosaccharomyces pombe 972h-]putative F0-ATPase subunit G (atp20), mRNA
2538873 NM_001022811.2277.75 321.22 157.84 SPCC306.11 GO:0005576//extracellular regionNA NA NA NP_587818.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC306.11), mRNA
2542433 NM_001019684.2278.35 295.9 139.82 uap56 GO:0000781//chromosome, telomeric region;GO:0005681//spliceosomal complex;GO:0005730//nucleolus;GO:0005737//cytoplasm;GO:0000346//transcription export complexGO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0003676//nucleic acid bindingGO:0006406//mRNA export from nucleus;GO:0010468//regulation of gene expression;GO:0000398//mRNA splicing, via spliceosome;GO:0006283//transcription-coupled nucleotide-excision repair;GO:0031124//mRNA 3'-end processing;GO:0006348//chromatin silencing at telomere;GO:0006368//transcription elongation from RNA polymerase II promoter;GO:0010501//RNA secondary structure unwinding;GO:0006974//cellular response to DNA damage stimulusK12812//ATP-dependent RNA helicase UAP56/SUB2 [EC:3.6.4.13]XP_002175680.1//ATP-dependent RNA helicase Uap56 [Schizosaccharomyces japonicus yFS275]ATP-dependent RNA helicase Uap56 (uap56), mRNA
2542631 NM_001018343.2247.11 237.73 226.28 SPAC24H6.10cGO:0005634//nucleus;GO:0005829//cytosolGO:0003849//3-deoxy-7-phosphoheptulonate synthase activityGO:0009423//chorismate biosynthetic process;GO:0009073//aromatic amino acid family biosynthetic processK01626//3-deoxy-7-phosphoheptulonate synthase [EC:2.5.1.54]XP_013025690.1//phospho-2-dehydro-3-deoxyheptonate aldolase [Schizosaccharomyces cryophilus OY26]putative phospho-2-dehydro-3-deoxyheptonate aldolase (SPAC24H6.10c), mRNA
2543391 NM_001019123.2186.42 184.28 70.07 arg11 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0034618//arginine binding;GO:0004042//acetyl-CoA:L-glutamate N-acetyltransferase activity;GO:0003942//N-acetyl-gamma-glutamyl-phosphate reductase activity;GO:0005524//ATP binding;GO:0003991//acetylglutamate kinase activity;GO:0051287//NAD bindingGO:0006592//ornithine biosynthetic process;GO:0006355//regulation of transcription, DNA-templated;GO:0006526//arginine biosynthetic processK12659 NP_593691.1//N-acetyl-gamma-glutamyl-phosphate reductase/acetylglutamate kinase [Schizosaccharomyces pombe 972h-]N-acetyl-gamma-glutamyl-phosphate reductase/acetylglutamate kinase (arg11), mRNA
2542481 NM_001020307.2335.98 316.71 173.99 cbf5 GO:0005829//cytosol;GO:0031429//box H/ACA snoRNP complexGO:0003723//RNA binding;GO:0034513//box H/ACA snoRNA binding;GO:0009982//pseudouridine synthase activity;GO:0019843//rRNA bindingGO:0031120//snRNA pseudouridine synthesis;GO:0000495//box H/ACA snoRNA 3'-end processing;GO:0031118//rRNA pseudouridine synthesis;GO:0006364//rRNA processing;GO:1990481//mRNA pseudouridine synthesisK11131//H/ACA ribonucleoprotein complex subunit 4 [EC:5.4.99.-]NP_594878.1//pseudouridylate synthase Cbf5 (predicted) [Schizosaccharomyces pombe 972h-]putative pseudouridylate synthase Cbf5 (cbf5), mRNA
2540817 NM_001019611.2414.85 348.4 145.94 rps1401 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0070181//small ribosomal subunit rRNA binding;GO:0048027//mRNA 5'-UTR binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0000028//ribosomal small subunit assembly;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006412//translation;GO:0002181//cytoplasmic translationK02955//small subunit ribosomal protein S14eNP_595737.1//40S ribosomal protein S14 [Schizosaccharomyces pombe 972h-]40S ribosomal protein S14 (rps1401), mRNA
2542733 NM_001018720.2220.73 305.55 114.35 SPAC6F12.04GO:0030173//integral component of Golgi membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0030137//COPI-coated vesicleNA GO:0016192//vesicle-mediated transportNA NP_593290.1//COPI-coated vesicle associated protein (predicted) [Schizosaccharomyces pombe 972h-]putative COPI-coated vesicle-associated protein (SPAC6F12.04), mRNA
2539524 NM_001023524.2217.03 236.7 310.07 SPCC70.02c GO:0005634//nucleus;GO:0005739//mitochondrionGO:0042030//ATPase inhibitor activityGO:1905707//negative regulation of mitochondrial ATP synthesis coupled proton transport;GO:0032780//negative regulation of ATPase activityK22255//ATPase inhibitor, mitochondrialNP_588536.1//mitochondrial ATPase inhibitor (predicted) [Schizosaccharomyces pombe 972h-]putative ATPase inhibitor (SPCC70.02c), mRNA
2540940 NM_001021239.265.96 90.69 42.76 SPBC36.03c GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0000297//spermine transmembrane transporter activity;GO:0015606//spermidine transmembrane transporter activityGO:1903710//spermine transmembrane transport;GO:0055085//transmembrane transport;GO:1903711//spermidine transmembrane transportK08157 NP_595331.1//spermidine family transporter (predicted) [Schizosaccharomyces pombe 972h-]putative spermidine family transporter (SPBC36.03c), mRNA
2543455 NM_001019504.2280.15 292.14 132.61 tif211 GO:0010494//cytoplasmic stress granule;GO:0005840//ribosome;GO:0005634//nucleus;GO:0005850//eukaryotic translation initiation factor 2 complex;GO:0043614//multi-eIF complex;GO:0005829//cytosol;GO:0005851//eukaryotic translation initiation factor 2B complex;GO:0033290//eukaryotic 48S preinitiation complexGO:0043022//ribosome binding;GO:0003743//translation initiation factor activityGO:0031571//mitotic G1 DNA damage checkpoint;GO:0002183//cytoplasmic translational initiation;GO:0001731//formation of translation preinitiation complex;GO:1990611//regulation of cytoplasmic translational initiation in response to stressK03237//translation initiation factor 2 subunit 1NP_594081.1//translation initiation factor eIF2 alpha subunit [Schizosaccharomyces pombe 972h-]translation initiation factor eIF2 alpha subunit (tif211), mRNA
2540063 NM_001021063.3274.04 272.66 210.67 tim11 GO:0000276//mitochondrial proton-transporting ATP synthase complex, coupling factor F(o)GO:0005198//structural molecule activity;GO:0015078//hydrogen ion transmembrane transporter activityGO:0015986//ATP synthesis coupled proton transport;GO:0099132//ATP hydrolysis coupled cation transmembrane transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK01549 NP_595154.3//F0-ATPase subunit E (predicted) [Schizosaccharomyces pombe 972h-]putative F0-ATPase subunit E (tim11), mRNA
2542471 NM_001020227.2322.57 318.14 275.86 vma3 GO:0005774//vacuolar membrane;GO:0033179//proton-transporting V-type ATPase, V0 domain;GO:0000220//vacuolar proton-transporting V-type ATPase, V0 domain;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0015078//hydrogen ion transmembrane transporter activity;GO:0046961//proton-transporting ATPase activity, rotational mechanismGO:0006879//cellular iron ion homeostasis;GO:0015991//ATP hydrolysis coupled proton transport;GO:0006623//protein targeting to vacuole;GO:0006878//cellular copper ion homeostasis;GO:0007033//vacuole organization;GO:0006897//endocytosis;GO:0007035//vacuolar acidificationK02155//V-type H+-transporting ATPase 16kDa proteolipid subunitNP_594799.1//V-type ATPase V0 subunit c (proteolipid subunit) [Schizosaccharomyces pombe 972h-]V-type ATPase V0 subunit c (proteolipid subunit) (vma3), mRNA
2540142 NM_001021029.2266.6 256.15 247.47 sbp1 GO:0005634//nucleus;GO:0005829//cytosolGO:0008536//Ran GTPase binding;GO:0005525//GTP binding;GO:0005096//GTPase activator activityGO:0046907//intracellular transport;GO:0007051//spindle organization;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0031291//Ran protein signal transduction;GO:0006606//protein import into nucleus;GO:0000082//G1/S transition of mitotic cell cycle;GO:0006405//RNA export from nucleusK15306//Ran-binding protein 1NP_595122.1//Ran GTPase binding protein Sbp1 [Schizosaccharomyces pombe 972h-]Ran GTPase-binding protein Sbp1 (sbp1), mRNA
2541216 NM_001022246.2271.62 269.9 150.06 ste13 GO:0010494//cytoplasmic stress granule;GO:0005730//nucleolus;GO:0000932//P-body;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0006397//mRNA processing;GO:0033962//cytoplasmic mRNA processing body assembly;GO:0010501//RNA secondary structure unwinding;GO:0006417//regulation of translation;GO:0000290//deadenylation-dependent decapping of nuclear-transcribed mRNA;GO:0051028//mRNA transportK12614//ATP-dependent RNA helicase DDX6/DHH1 [EC:3.6.4.13]NP_596324.1//ATP-dependent RNA helicase Ste13 [Schizosaccharomyces pombe 972h-]ATP-dependent RNA helicase Ste13 (ste13), mRNA
2541513 NM_001018367.2221.96 249.29 179.93 isu1 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0051537//2 iron, 2 sulfur cluster binding;GO:0005506//iron ion binding;GO:0036455//iron-sulfur transferase activity;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0051536//iron-sulfur cluster binding;GO:0008198//ferrous iron bindingGO:0097428//protein maturation by iron-sulfur cluster transfer;GO:0006879//cellular iron ion homeostasis;GO:0016226//iron-sulfur cluster assemblyK22068//iron-sulfur cluster assembly enzyme ISCU, mitochondrialNP_592967.1//mitochondrial iron-sulfur cluster assembly scaffold protein Isu1 [Schizosaccharomyces pombe 972h-]Fe-sulfur cluster assembly protein Isu1 (isu1), mRNA
2543377 NM_001018982.2240 236.43 210 aru1 GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0008270//zinc ion binding;GO:0004053//arginase activity;GO:0090369//ornithine carbamoyltransferase inhibitor activity;GO:0030145//manganese ion bindingGO:0019547//arginine catabolic process to ornithine;GO:0000050//urea cycle;GO:0010121//arginine catabolic process to proline via ornithineK01476//arginase [EC:3.5.3.1]NP_593549.1//arginase Aru1 [Schizosaccharomyces pombe 972h-]arginase Aru1 (aru1), mRNA
2543631 NM_001020124.2296.55 301.91 111.8 SPAC458.02cGO:0042175//nuclear outer membrane-endoplasmic reticulum membrane network;GO:0005783//endoplasmic reticulum;GO:0030529//intracellular ribonucleoprotein complex;GO:0005829//cytosolGO:0003729//mRNA binding;GO:0051087//chaperone bindingGO:0008298//intracellular mRNA localization;GO:0016071//mRNA metabolic processK20361;K10866//DNA repair protein RAD50 [EC:3.6.-.-]NP_594696.1//mRNP complex (predicted) [Schizosaccharomyces pombe 972h-]putative mRNP complex protein (SPAC458.02c), mRNA
2541502 NM_001019971.2164.56 158.44 70.46 gpd2 GO:0005634//nucleus;GO:0009331//glycerol-3-phosphate dehydrogenase complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0051287//NAD binding;GO:0042803//protein homodimerization activity;GO:0004367//glycerol-3-phosphate dehydrogenase [NAD+] activityGO:0071470//cellular response to osmotic stress;GO:0046168//glycerol-3-phosphate catabolic process;GO:0009992//cellular water homeostasis;GO:0006114//glycerol biosynthetic process;GO:0006116//NADH oxidationK00006//glycerol-3-phosphate dehydrogenase (NAD+) [EC:1.1.1.8]NP_594542.1//glycerol-3-phosphate dehydrogenase Gpd2 [Schizosaccharomyces pombe 972h-]glycerol-3-phosphate dehydrogenase Gpd2 (gpd2), mRNA
2543174 NM_001019431.2248.68 276.78 177.09 SPAC31G5.05cGO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0004750//ribulose-phosphate 3-epimerase activityGO:0006098//pentose-phosphate shunt;GO:0019323//pentose catabolic process;GO:0009052//pentose-phosphate shunt, non-oxidative branch;GO:0005975//carbohydrate metabolic process;GO:0044262//cellular carbohydrate metabolic processK01783//ribulose-phosphate 3-epimerase [EC:5.1.3.1]NP_594005.1//ribulose phosphate 3-epimerase (predicted) [Schizosaccharomyces pombe 972h-]putative ribulose phosphate 3-epimerase (SPAC31G5.05c), mRNA
2542060 NM_001019076.2211.72 209.15 184.77 zhf1 GO:0005774//vacuolar membrane;GO:0031965//nuclear membrane;GO:0000329//fungal-type vacuole membrane;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0008324//cation transmembrane transporter activity;GO:0005385//zinc ion transmembrane transporter activityGO:0098849//cellular detoxification of cadmium ion;GO:0006877//cellular cobalt ion homeostasis;GO:0006882//cellular zinc ion homeostasis;GO:0010043//response to zinc ion;GO:0071577//zinc II ion transmembrane transport;GO:0061088//regulation of sequestering of zinc ionK14688//solute carrier family 30 (zinc transporter), member 1NP_593645.1//zinc ion transporter Zhf1 [Schizosaccharomyces pombe 972h-]zinc ion transporter Zhf1 (zhf1), mRNA
2543205 NM_001019793.2271.5 271.68 379.31 pup2 GO:0019773//proteasome core complex, alpha-subunit complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0034515//proteasome storage granuleGO:0004298//threonine-type endopeptidase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0010499//proteasomal ubiquitin-independent protein catabolic processK02729//20S proteasome subunit alpha 5 [EC:3.4.25.1]NP_594372.1//20S proteasome component alpha 5, Pup2 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome core particle subunit alpha 5 Pup2 (pup2), mRNA
2541186 NM_001021392.2163.5 145.75 53.53 SPBC725.01 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0080130//L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0004069//L-aspartate:2-oxoglutarate aminotransferase activity;GO:0030170//pyridoxal phosphate bindingGO:0006531//aspartate metabolic process;GO:0006532//aspartate biosynthetic process;GO:0006520//cellular amino acid metabolic process;GO:0006533//aspartate catabolic process;GO:0006536//glutamate metabolic process;GO:0006534//cysteine metabolic process;GO:0009058//biosynthetic process;GO:0019266//asparagine biosynthetic process from oxaloacetate;GO:0006103//2-oxoglutarate metabolic processK14455//aspartate aminotransferase, mitochondrial [EC:2.6.1.1]NP_595481.1//aspartate aminotransferase (predicted) [Schizosaccharomyces pombe 972h-]putative aspartate aminotransferase (SPBC725.01), mRNA
2539409 NM_001023102.2151.23 139.62 60.76 isa1 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0051537//2 iron, 2 sulfur cluster binding;GO:0036455//iron-sulfur transferase activity;GO:0005198//structural molecule activity;GO:0051536//iron-sulfur cluster binding;GO:0008198//ferrous iron bindingGO:0097428//protein maturation by iron-sulfur cluster transfer;GO:0016226//iron-sulfur cluster assemblyK22063//iron-sulfur cluster assembly 1NP_588112.1//mitochondrial iron-sulfur protein Isa1 [Schizosaccharomyces pombe 972h-]Fe-sulfur protein Isa1 (isa1), mRNA
2540716 NM_001022615.2274.58 289.14 128.6 sec13 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0035859//Seh1-associated complex;GO:0005737//cytoplasm;GO:0000139//Golgi membrane;GO:0030127//COPII vesicle coat;GO:0005829//cytosol;GO:0031080//nuclear pore outer ring;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0005198//structural molecule activityGO:1904263//positive regulation of TORC1 signaling;GO:0031081//nuclear pore distribution;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0043547//positive regulation of GTPase activity;GO:0090114//COPII-coated vesicle budding;GO:0045893//positive regulation of transcription, DNA-templated;GO:0051028//mRNA transport;GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK14004//protein transport protein SEC13NP_596692.1//COPII-coated vesicle component Sec13 [Schizosaccharomyces pombe 972h-]COPII-coated vesicle component Sec13 (sec13), mRNA
2542109 NM_001018531.2188.33 179.14 126.02 erg31 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0005506//iron ion binding;GO:0000248//C-5 sterol desaturase activity;GO:0016491//oxidoreductase activityGO:0006696//ergosterol biosynthetic processK00227//Delta7-sterol 5-desaturase [EC:1.14.19.20]NP_593135.1//C-5 sterol desaturase Erg31 [Schizosaccharomyces pombe 972h-]C-5 sterol desaturase Erg31 (erg31), mRNA
2543461 NM_001018495.2176.41 181.55 155.77 SPAC521.03 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellularGO:0031132//serine 3-dehydrogenase activity;GO:0004090//carbonyl reductase (NADPH) activity;GO:0016491//oxidoreductase activityGO:1901575//organic substance catabolic processK16066 NP_593098.1//short chain dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative dehydrogenase (SPAC521.03), mRNA
2542408 NM_001018916.2279.61 265.6 118.11 SPAC17A5.15cGO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0017102//methionyl glutamyl tRNA synthetase complexGO:0005524//ATP binding;GO:0004818//glutamate-tRNA ligase activityGO:0006424//glutamyl-tRNA aminoacylation;GO:0002181//cytoplasmic translationK01885//glutamyl-tRNA synthetase [EC:6.1.1.17]NP_593483.1//glutamate-tRNA ligase (predicted) [Schizosaccharomyces pombe 972h-]putative glutamate-tRNA ligase (SPAC17A5.15c), mRNA
2539784 NM_001022124.2273.04 276.65 310.05 ypt1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005789//endoplasmic reticulum membrane;GO:0034045//phagophore assembly site membrane;GO:0000139//Golgi membraneGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0006886//intracellular protein transport;GO:0007264//small GTPase mediated signal transduction;GO:0006914//autophagy;GO:0006888//ER to Golgi vesicle-mediated transportK07874//Ras-related protein Rab-1ANP_596205.1//GTPase Ypt1 [Schizosaccharomyces pombe 972h-]GTPase Ypt1 (ypt1), mRNA

14218114 NM_001356083.1201.26 194.59 95.86 spd2 GO:0005634//nucleus;GO:0005737//cytoplasmGO:1990846//ribonucleoside-diphosphate reductase inhibitor activityGO:0009262//deoxyribonucleotide metabolic process;GO:0034613//cellular protein localization;GO:1905117//regulation of ribonucleoside-diphosphate reductase activityNA XP_004001777.1//ribonucleotide reductase (RNR) inhibitor family [Schizosaccharomyces pombe 972h-]ribonucleotide reductase (RNR) inhibitor family (spd2), mRNA
2543269 NM_001018930.2215.31 213.07 138.6 dld1 GO:0009353//mitochondrial oxoglutarate dehydrogenase complex;GO:0005960//glycine cleavage complex;GO:0005739//mitochondrion;GO:0005967//mitochondrial pyruvate dehydrogenase complexGO:0009055//electron transfer activity;GO:0004148//dihydrolipoyl dehydrogenase activity;GO:0050660//flavin adenine dinucleotide binding;GO:0004739//pyruvate dehydrogenase (acetyl-transferring) activityGO:0019464//glycine decarboxylation via glycine cleavage system;GO:0006103//2-oxoglutarate metabolic process;GO:0006086//acetyl-CoA biosynthetic process from pyruvate;GO:0045454//cell redox homeostasisK00382//dihydrolipoamide dehydrogenase [EC:1.8.1.4]NP_593496.1//dihydrolipoamide dehydrogenase Dld1 [Schizosaccharomyces pombe 972h-]dihydrolipoamide dehydrogenase Dld1 (dld1), mRNA
2540819 NM_001021625.2247.17 236.84 201.1 tif35 GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0016282//eukaryotic 43S preinitiation complex;GO:0071541//eukaryotic translation initiation factor 3 complex, eIF3m;GO:0043614//multi-eIF complex;GO:0071540//eukaryotic translation initiation factor 3 complex, eIF3e;GO:0005829//cytosol;GO:0033290//eukaryotic 48S preinitiation complex;GO:0005852//eukaryotic translation initiation factor 3 complexGO:0003743//translation initiation factor activityGO:0006446//regulation of translational initiation;GO:0002188//translation reinitiation;GO:0001732//formation of cytoplasmic translation initiation complex;GO:0006415//translational termination;GO:0001731//formation of translation preinitiation complexK03248//translation initiation factor 3 subunit GNP_595727.1//translation initiation factor eIF3g [Schizosaccharomyces pombe 972h-]translation initiation factor eIF3g (tif35), mRNA
2541434 NM_001356143.1305.5 298.17 95 SPAC27E2.03cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0043022//ribosome binding;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0043023//ribosomal large subunit binding;GO:0005525//GTP binding;GO:0016887//ATPase activityNA K19788//obg-like ATPase 1NP_594403.1//Obg-Like ATPase (predicted) [Schizosaccharomyces pombe 972h-]putative Obg-Like ATPase (SPAC27E2.03c), mRNA
2541258 NM_001023868.3164.51 111.9 95.07 SPBC8E4.01cGO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0005315//inorganic phosphate transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0035435//phosphate ion transmembrane transportK08176//MFS transporter, PHS family, inorganic phosphate transporterNP_596846.2//inorganic phosphate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative inorganic phosphate transporter (SPBC8E4.01c), mRNA
2539171 NM_001023469.2260.9 274.32 301.24 yop1 GO:0031965//nuclear membrane;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0032541//cortical endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0032153//cell division siteNA GO:0032581//ER-dependent peroxisome organization;GO:1990809//endoplasmic reticulum tubular network membrane organization;GO:0034976//response to endoplasmic reticulum stress;GO:0048309//endoplasmic reticulum inheritance;GO:0016192//vesicle-mediated transport;GO:0006886//intracellular protein transport;GO:0051301//cell division;GO:0034613//cellular protein localization;GO:0007049//cell cycle;GO:0051292//nuclear pore complex assemblyK17279//receptor expression-enhancing protein 5/6NP_588478.1//ER membrane protein DP1/Yop1 [Schizosaccharomyces pombe 972h-]ER membrane protein DP1/Yop1 (yop1), mRNA
2542878 NM_001018745.2278.51 330.8 339.15 nhp6 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0003677//DNA bindingGO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006334//nucleosome assembly;GO:0006351//transcription, DNA-templatedK11680//non-histone protein 10;K11296//high mobility group protein B3NP_593314.1//High-mobility group non-histone chromatin protein (predicted) [Schizosaccharomyces pombe 972h-]putative High-mobility group non-histone chromatin protein (nhp6), mRNA
2538964 NM_001023331.2219.49 204.83 201.81 lsm7 GO:0097526//spliceosomal tri-snRNP complex;GO:0005634//nucleus;GO:1990726//Lsm1-7-Pat1 complex;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0046540//U4/U6 x U5 tri-snRNP complex;GO:0071013//catalytic step 2 spliceosome;GO:0071004//U2-type prespliceosome;GO:0005730//nucleolus;GO:0005688//U6 snRNP;GO:0005829//cytosol;GO:0005689//U12-type spliceosomal complexGO:0003723//RNA binding;GO:0008266//poly(U) RNA bindingGO:0006396//RNA processing;GO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosome;GO:0030490//maturation of SSU-rRNA;GO:0008033//tRNA processing;GO:0000956//nuclear-transcribed mRNA catabolic processK12626//U6 snRNA-associated Sm-like protein LSm7NP_588340.1//U6 snRNP-associated protein Lsm7 (predicted) [Schizosaccharomyces pombe 972h-]putative U6 snRNP-associated protein Lsm7 (lsm7), mRNA
3361358 NM_001022668.2303.61 301.66 1164.33 trr1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004791//thioredoxin-disulfide reductase activityGO:0019430//removal of superoxide radicalsK00384 XP_013018757.1//thioredoxin reductase Trr1 [Schizosaccharomyces octosporus yFS286]thioredoxin reductase Trr1 (trr1), partial mRNA
2542886 NM_001019513.2195.32 219.13 193.37 SPAC1486.01GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0004784//superoxide dismutase activity;GO:0046872//metal ion binding;GO:0030145//manganese ion bindingGO:0006801//superoxide metabolic process;GO:0019430//removal of superoxide radicals;GO:0001324//age-dependent response to oxidative stress involved in chronological cell aging;GO:0034614//cellular response to reactive oxygen speciesK04564//superoxide dismutase, Fe-Mn family [EC:1.15.1.1]NP_594089.1//manganese superoxide dismutase (predicted) [Schizosaccharomyces pombe 972h-]putative manganese superoxide dismutase (SPAC1486.01), mRNA
2541636 NM_001019965.2225.13 242.26 82.79 ost1 GO:0005783//endoplasmic reticulum;GO:0008250//oligosaccharyltransferase complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0004579//dolichyl-diphosphooligosaccharide-protein glycotransferase activityGO:0006486//protein glycosylation;GO:0018279//protein N-linked glycosylation via asparagine;GO:0006487//protein N-linked glycosylationK12666//oligosaccharyltransferase complex subunit alpha (ribophorin I)NP_594536.1//dolichyl-diphospho-oligosaccharide-protein glycosyltransferase Ost1 (predicted) [Schizosaccharomyces pombe 972h-]putative dolichyl-diphosphooligosaccharide--protein glycosyltransferase Ost1 (ost1), mRNA
2542974 NM_001018199.299.1 83.44 33.79 SPAC11D3.02cGO:0005634//nucleus;GO:0031248//protein acetyltransferase complex;GO:0005829//cytosolGO:0004596//peptide alpha-N-acetyltransferase activity;GO:0008080//N-acetyltransferase activityGO:0006474//N-terminal protein amino acid acetylationNA NP_592799.1//ELLA family acetyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative ELLA family acetyltransferase (SPAC11D3.02c), partial mRNA
2543673 NM_001018779.20.07 0.02 0.03 Tf2-1 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003964//RNA-directed DNA polymerase activity;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0004519//endonuclease activity;GO:0004190//aspartic-type endopeptidase activityGO:0015074//DNA integration;GO:0006310//DNA recombinationK07497 NP_593347.1//retrotransposable element [Schizosaccharomyces pombe 972h-]retrotransposable element (Tf2-1), partial mRNA
2541852 NM_001019228.2209.15 206.31 163.19 gly1 GO:0005634//nucleus;GO:0005829//cytosolGO:0008732//L-allo-threonine aldolase activity;GO:0016829//lyase activity;GO:0004793//threonine aldolase activityGO:0006520//cellular amino acid metabolic process;GO:0006544//glycine metabolic process;GO:0006567//threonine catabolic process;GO:0006545//glycine biosynthetic processK01620//threonine aldolase [EC:4.1.2.48]NP_593799.1//threonine aldolase Gly1 (predicted) [Schizosaccharomyces pombe 972h-]putative threonine aldolase Gly1 (gly1), mRNA
2541139 NM_001021282.2261.37 269.63 227.79 SPBC646.16 GO:0019773//proteasome core complex, alpha-subunit complex;GO:0005634//nucleus;GO:0005829//cytosolGO:0004298//threonine-type endopeptidase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0010499//proteasomal ubiquitin-independent protein catabolic processK02730//20S proteasome subunit alpha 1 [EC:3.4.25.1]NP_595374.1//20S proteasome component alpha 1 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome core particle subunit alpha 1 (SPBC646.16), mRNA
2539609 NM_001022550.2224.1 253 124.63 atp17 GO:0000276//mitochondrial proton-transporting ATP synthase complex, coupling factor F(o);GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0046933//proton-transporting ATP synthase activity, rotational mechanismGO:0015986//ATP synthesis coupled proton transport;GO:0099132//ATP hydrolysis coupled cation transmembrane transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK02139 NP_596629.1//F0-ATPase subunit F (predicted) [Schizosaccharomyces pombe 972h-]putative F0-ATPase subunit F (atp17), mRNA
2539801 NM_001022205.3258.1 268.59 212.73 zuo1 GO:0042788//polysomal ribosome;GO:0005730//nucleolus;GO:0015934//large ribosomal subunit;GO:0005829//cytosol;GO:0015935//small ribosomal subunit;GO:0005737//cytoplasmGO:0043022//ribosome binding;GO:0003677//DNA binding;GO:0051082//unfolded protein binding;GO:0030544//Hsp70 protein bindingGO:0071409//cellular response to cycloheximide;GO:0000054//ribosomal subunit export from nucleus;GO:0036003//positive regulation of transcription from RNA polymerase II promoter in response to stress;GO:0006364//rRNA processing;GO:0006450//regulation of translational fidelity;GO:0051083//'de novo' cotranslational protein folding;GO:0002182//cytoplasmic translational elongation;GO:0006452//translational frameshifting;GO:0060548//negative regulation of cell deathK09522//DnaJ homolog subfamily C member 2NP_596284.2//zuotin (predicted) [Schizosaccharomyces pombe 972h-]putative zuotin (zuo1), mRNA
2538983 NM_001022693.2241.68 253.67 85.77 qcr2 GO:0005750//mitochondrial respiratory chain complex III;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0004222//metalloendopeptidase activity;GO:0008270//zinc ion binding;GO:0003824//catalytic activity;GO:0005198//structural molecule activityGO:1902600//hydrogen ion transmembrane transport;GO:0016485//protein processing;GO:0009060//aerobic respiration;GO:0006122//mitochondrial electron transport, ubiquinol to cytochrome cK00415//ubiquinol-cytochrome c reductase core subunit 2NP_587698.1//ubiquinol-cytochrome-c reductase complex core protein Qcr2 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquinol-cytochrome-c reductase complex core protein Qcr2 (qcr2), mRNA
2543039 NM_001018772.2238.06 245.06 457.97 cam1 GO:0035840//old growing cell tip;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0035841//new growing cell tip;GO:0035974//meiotic spindle pole body;GO:0043332//mating projection tip;GO:0000935//division septum;GO:0032153//cell division siteGO:0005509//calcium ion bindingGO:0090307//mitotic spindle assembly;GO:0030437//ascospore formation;GO:1990954//establishment of protein localization to meiotic spindle pole body;GO:0031322//ascospore-type prospore-specific spindle pole body remodelingK02183//calmodulinNP_593340.1//calmodulin Cam1 [Schizosaccharomyces pombe 972h-]calmodulin Cam1 (cam1), mRNA
2539655 NM_001022422.299.35 92.62 28.04 zrt1 GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0000006//high-affinity zinc transmembrane transporter activity;GO:0005385//zinc ion transmembrane transporter activityNA K14709//solute carrier family 39 (zinc transporter), member 1/2/3NP_596501.1//ZIP zinc transporter Zrt1 [Schizosaccharomyces pombe 972h-]ZIP zinc transporter Zrt1 (zrt1), mRNA

14217582 NM_001356231.1235.18 220.36 38.53 cox7 GO:0016021//integral component of membrane;GO:0005746//mitochondrial respiratory chain;GO:0005751//mitochondrial respiratory chain complex IVGO:0004129//cytochrome-c oxidase activityGO:0006123//mitochondrial electron transport, cytochrome c to oxygenK02269 XP_004001711.1//cytochrome c oxidase subunit VII Cox7 (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c oxidase subunit VII Cox7 (cox7), partial mRNA
2542783 NM_001356062.1207.88 216.78 186.98 nxt2 GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0008536//Ran GTPase bindingGO:0006606//protein import into nucleusK14285//NTF2-related export protein 1/2XP_001713065.1//nuclear transport factor Nxt2 [Schizosaccharomyces pombe 972h-]nuclear transport factor Nxt2 (nxt2), mRNA
2543229 NM_001018616.3205.86 198.28 69.47 mug64 GO:0030173//integral component of Golgi membrane;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycle;GO:0006897//endocytosisNA NP_593220.2//BAR domain protein (predicted) [Schizosaccharomyces pombe 972h-]putative BAR domain-containing protein (mug64), mRNA
2540402 NM_001022201.2205.47 203.8 77.46 SPBC30D10.05cGO:0005634//nucleus;GO:0005829//cytosolGO:0004757//sepiapterin reductase activity;GO:0016491//oxidoreductase activityGO:0006729//tetrahydrobiopterin biosynthetic processK16216;K00059//3-oxoacyl-[acyl-carrier protein] reductase [EC:1.1.1.100]NP_596280.1//sepiapterin reductase (predicted) [Schizosaccharomyces pombe 972h-]putative sepiapterin reductase (SPBC30D10.05c), partial mRNA
2543408 NM_001020051.2250.71 252.19 107.8 vma2 GO:0033180//proton-transporting V-type ATPase, V1 domain;GO:0005737//cytoplasmGO:0005524//ATP bindingGO:0046034//ATP metabolic process;GO:0015991//ATP hydrolysis coupled proton transportK02147//V-type H+-transporting ATPase subunit BXP_001525238.1//vacuolar ATP synthase subunit B [Lodderomyces elongisporus NRRL YB-4239]V-type ATPase V1 subunit B (vma2), mRNA
2542287 NM_001019333.2229.32 244.54 187.13 arc2 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005885//Arp2/3 protein complex;GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0032153//cell division siteGO:0003779//actin binding;GO:0051015//actin filament binding;GO:0005198//structural molecule activity;GO:0005200//structural constituent of cytoskeletonGO:0000226//microtubule cytoskeleton organization;GO:0000147//actin cortical patch assembly;GO:0034314//Arp2/3 complex-mediated actin nucleation;GO:0006898//receptor-mediated endocytosis;GO:0006897//endocytosis;GO:0030041//actin filament polymerizationK05758//actin related protein 2/3 complex, subunit 2NP_593903.1//ARP2/3 actin-organizing complex subunit Arc34 [Schizosaccharomyces pombe 972h-]ARP2/3 actin-organizing complex subunit Arc34 (arc2), mRNA
2540431 NM_001022082.2282.55 256.67 84.46 prs1 GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0017101//aminoacyl-tRNA synthetase multienzyme complexGO:0002161//aminoacyl-tRNA editing activity;GO:0005524//ATP binding;GO:0043907//Cys-tRNA(Pro) hydrolase activity;GO:0004827//proline-tRNA ligase activityGO:0006433//prolyl-tRNA aminoacylation;GO:0002181//cytoplasmic translationK01881//prolyl-tRNA synthetase [EC:6.1.1.15]NP_596162.1//cytoplasmic proline-tRNA ligase Prs1 (predicted) [Schizosaccharomyces pombe 972h-]putative proline--tRNA (Pro) ligase Prs1 (prs1), mRNA
2542008 NM_001018485.2280.41 282.56 196.15 ptc3 GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:1990439//MAP kinase serine/threonine phosphatase activity;GO:0004722//protein serine/threonine phosphatase activityGO:1900034//regulation of cellular response to heat;GO:0071470//cellular response to osmotic stress;GO:0032873//negative regulation of stress-activated MAPK cascadeK14803//protein phosphatase PTC2/3 [EC:3.1.3.16]NP_593087.1//protein phosphatase 2C [Schizosaccharomyces pombe 972h-]protein phosphatase 2C (ptc3), mRNA
2540524 NM_001021574.2279.02 285.51 485.43 SPBC21B10.08cGO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityNA NA NP_595679.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC21B10.08c), mRNA
2538807 NM_001023408.2227.89 233.62 137.19 cox13 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005751//mitochondrial respiratory chain complex IVGO:0004129//cytochrome-c oxidase activity;GO:0030234//enzyme regulator activityGO:0006123//mitochondrial electron transport, cytochrome c to oxygen;GO:0042776//mitochondrial ATP synthesis coupled proton transport;GO:0097250//mitochondrial respiratory chain supercomplex assembly;GO:0009060//aerobic respirationK02266//cytochrome c oxidase subunit 6aNP_588417.1//cytochrome c oxidase subunit VIa (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c oxidase subunit VIa (cox13), mRNA
2541160 NM_001021400.2209.87 218.46 264.64 hob3 GO:0031097//medial cortex;GO:0051285//cell cortex of cell tipNA GO:1903475//mitotic actomyosin contractile ring assembly;GO:0007015//actin filament organization;GO:0007264//small GTPase mediated signal transductionK20120//bridging integrator 3OLL23176.1//Protein hob3 [Neolecta irregularis DAH-3]BAR adaptor protein Hob3 (hob3), mRNA
2539923 NM_001023838.2286.71 282.88 485.66 tts1 GO:0071782//endoplasmic reticulum tubular network;GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0005635//nuclear envelope;GO:0032153//cell division site;GO:0000139//Golgi membrane;GO:0032541//cortical endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0017056//structural constituent of nuclear poreGO:0071790//establishment of spindle pole body localization to nuclear envelope;GO:1990809//endoplasmic reticulum tubular network membrane organization;GO:0034613//cellular protein localization;GO:1902408//mitotic cytokinesis, site selection;GO:0071789//spindle pole body localization to nuclear envelope;GO:0051292//nuclear pore complex assembly;GO:0006998//nuclear envelope organizationK20724//transmembrane protein 33NP_596818.1//tetra spanning protein 1, Tts1 [Schizosaccharomyces pombe 972h-]tetra-spanning protein 1 (tts1), mRNA
2541505 NM_001018809.2214.33 214.29 238.23 pabp GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasmGO:0008143//poly(A) binding;GO:0003723//RNA bindingGO:0006397//mRNA processing;GO:0006406//mRNA export from nucleus;GO:0006417//regulation of translationK13126//polyadenylate-binding proteinNP_593377.1//mRNA export shuttling protein [Schizosaccharomyces pombe 972h-]mRNA export shuttling protein (pabp), mRNA
2542622 NM_001018276.2234.12 245.53 183.38 rhp6 GO:0000781//chromosome, telomeric region;GO:0005634//nucleus;GO:0000502//proteasome complex;GO:0033503//HULC complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:1990303//UBR1-RAD6 ubiquitin ligase complex;GO:1990304//MUB1-RAD6-UBR2 ubiquitin ligase complex;GO:0005829//cytosol;GO:0097505//Rad6-Rad18 complexGO:0003697//single-stranded DNA binding;GO:0061630//ubiquitin protein ligase activity;GO:0005524//ATP binding;GO:0031625//ubiquitin protein ligase binding;GO:0043142//single-stranded DNA-dependent ATPase activity;GO:0061631//ubiquitin conjugating enzyme activityGO:0070534//protein K63-linked ubiquitination;GO:0031571//mitotic G1 DNA damage checkpoint;GO:0010390//histone monoubiquitination;GO:0042275//error-free postreplication DNA repair;GO:1901044//protein polyubiquitination involved in nucleus-associated proteasomal ubiquitin-dependent protein catabolic process;GO:1990920//proteasome localization to nuclear periphery;GO:0090089//regulation of dipeptide transport;GO:0071629//cytoplasm protein quality control by the ubiquitin-proteasome system;GO:0042138//meiotic DNA double-strand break formation;GO:0010620//negative regulation of transcription by transcription factor catabolism;GO:0031939//negative regulation of chromatin silencing at telomere;GO:0000722//telomere maintenance via recombination;GO:0061186//negative regulation of chromatin silencing at silent mating-type cassette;GO:0006353//DNA-templated transcription, termination;GO:0030435//sporulation resulting in formation of a cellular spore;GO:0071596//ubiquitin-dependent protein catabolic process via the N-end rule pathway;GO:0006281//DNA repair;GO:0051569//regulation of histone H3-K4 methylation;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0006351//transcription, DNA-templated;GO:0006348//chromatin silencing at telomere;GO:0006366//transcription from RNA polymerase II promoter;GO:0042276//error-prone translesion synthesis;GO:0070987//error-free translesion synthesis;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0071894//histone H2B conserved C-terminal lysine ubiquitination;GO:0006325//chromatin organization;GO:0071455//cellular response to hyperoxia;GO:0000724//double-strand break repair via homologous recombination;GO:0031497//chromatin assemblyK10573//ubiquitin-conjugating enzyme E2 A [EC:2.3.2.23]NP_592876.1//ubiquitin-conjugating enzyme E2 2 [Schizosaccharomyces pombe 972h-]ubiquitin-conjugating enzyme E2 2 (rhp6), mRNA
2542179 NM_001020022.2234.26 267.38 293.56 SPAC17C9.12GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0000502//proteasome complex;GO:0005635//nuclear envelope;GO:0000790//nuclear chromatin;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0030176//integral component of endoplasmic reticulum membraneGO:1990919//nuclear membrane proteasome anchor;GO:0032934//sterol binding;GO:0042802//identical protein bindingGO:0008654//phospholipid biosynthetic process;GO:0051685//maintenance of ER location;GO:0061817//endoplasmic reticulum-plasma membrane tethering;GO:0071630//nuclear protein quality control by the ubiquitin-proteasome system;GO:0061641//CENP-A containing chromatin organization;GO:0015031//protein transport;GO:1990920//proteasome localization to nuclear periphery;GO:0006974//cellular response to DNA damage stimulusK11888 NP_594594.1//VAMP/synaptobrevin-associated protein family protein [Schizosaccharomyces pombe 972h-]VAMP/synaptobrevin-associated protein family protein (SPAC17C9.12), mRNA
2539240 NM_001022735.21131.56 1458.45 112.77 ght5 GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0031966//mitochondrial membrane;GO:0005886//plasma membraneGO:0015149//hexose transmembrane transporter activity;GO:0005353//fructose transmembrane transporter activity;GO:0005355//glucose transmembrane transporter activity;GO:0005351//sugar:proton symporter activity;GO:0005358//high-affinity hydrogen:glucose symporter activityGO:0098708//glucose import across plasma membrane;GO:0046323//glucose import;GO:1990539//fructose import across plasma membraneK08139 NP_587740.1//hexose transporter Ght5 [Schizosaccharomyces pombe 972h-]hexose transporter Ght5 (ght5), mRNA
2541660 NM_001018858.2229.35 234.2 118.17 vma1 GO:0000329//fungal-type vacuole membrane;GO:0005829//cytosol;GO:0033180//proton-transporting V-type ATPase, V1 domain;GO:0000221//vacuolar proton-transporting V-type ATPase, V1 domain;GO:0005886//plasma membraneGO:0005524//ATP binding;GO:0046961//proton-transporting ATPase activity, rotational mechanismGO:0046034//ATP metabolic process;GO:0015991//ATP hydrolysis coupled proton transport;GO:0090463//lysine homeostasis;GO:0090465//arginine homeostasis;GO:0090464//histidine homeostasisK02145//V-type H+-transporting ATPase subunit A [EC:3.6.3.14];K17065//dynamin 1-like protein [EC:3.6.5.5]NP_593425.1//V-type ATPase V1 domain, subunit A [Schizosaccharomyces pombe 972h-]V-type ATPase V1 domain-containing subunit A (vma1), mRNA
2543097 NM_001019245.2228.71 237.21 203.37 isp6 GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0005773//vacuoleGO:0004252//serine-type endopeptidase activity;GO:0008233//peptidase activityGO:0000747//conjugation with cellular fusion;GO:0006508//proteolysis;GO:0007033//vacuole organization;GO:0006914//autophagyK01336//cerevisin [EC:3.4.21.48]NP_593815.1//vacuolar serine protease Isp6 [Schizosaccharomyces pombe 972h-]vacuolar serine protease Isp6 (isp6), mRNA
2541137 NM_001020992.2205.2 254.97 1027.21 SPBC660.06 GO:0005634//nucleusNA NA K11238;K05740//diaphanous 1;K05747//Wiskott-Aldrich syndrome proteinNP_595085.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC660.06), mRNA
2539938 NM_001022300.2257.16 240.95 152.09 tif32 GO:0043614//multi-eIF complex;GO:0071541//eukaryotic translation initiation factor 3 complex, eIF3m;GO:0016282//eukaryotic 43S preinitiation complex;GO:0010494//cytoplasmic stress granule;GO:0071540//eukaryotic translation initiation factor 3 complex, eIF3e;GO:0033290//eukaryotic 48S preinitiation complex;GO:0005852//eukaryotic translation initiation factor 3 complex;GO:0005737//cytoplasmGO:0003743//translation initiation factor activity;GO:0003729//mRNA bindingGO:0006446//regulation of translational initiation;GO:0002188//translation reinitiation;GO:0001732//formation of cytoplasmic translation initiation complex;GO:0070321//regulation of translation in response to nitrogen starvation;GO:0001731//formation of translation preinitiation complexK03254//translation initiation factor 3 subunit ANP_596379.1//translation initiation factor eIF3a [Schizosaccharomyces pombe 972h-]translation initiation factor eIF3a (tif32), mRNA
2540172 NM_001023850.2199.92 189.58 215.77 vma10 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016471//vacuolar proton-transporting V-type ATPase complex;GO:0000221//vacuolar proton-transporting V-type ATPase, V1 domainGO:0005524//ATP bindingGO:0015991//ATP hydrolysis coupled proton transport;GO:0015992//proton transportK02152//V-type H+-transporting ATPase subunit GNP_596829.1//V-type ATPase V1 domain subunit G (predicted) [Schizosaccharomyces pombe 972h-]putative V-type ATPase V1 domain subunit G (vma10), mRNA
2542828 NM_001018233.2156.51 135.79 76.96 gcv2 GO:0005960//glycine cleavage complex;GO:0005739//mitochondrionGO:0004375//glycine dehydrogenase (decarboxylating) activityGO:0019464//glycine decarboxylation via glycine cleavage system;GO:0006546//glycine catabolic processK00281//glycine dehydrogenase [EC:1.4.4.2]NP_592832.2//glycine cleavage complex subunit P (predicted) [Schizosaccharomyces pombe 972h-]putative glycine cleavage complex subunit P (gcv2), mRNA
2539390 NM_001023227.2216.19 217.99 140.05 ent1 GO:0016020//membrane;GO:0030479//actin cortical patchGO:0043130//ubiquitin binding;GO:0030276//clathrin binding;GO:0005546//phosphatidylinositol-4,5-bisphosphate bindingGO:0007015//actin filament organization;GO:0000147//actin cortical patch assembly;GO:0006897//endocytosisK12471//epsinNP_588237.1//epsin [Schizosaccharomyces pombe 972h-]epsin (ent1), mRNA
2539345 NM_001023388.3240.19 242 80.82 fum1 GO:0005759//mitochondrial matrix;GO:0005829//cytosol;GO:0045239//tricarboxylic acid cycle enzyme complexGO:0004333//fumarate hydratase activityGO:0006099//tricarboxylic acid cycle;GO:0006106//fumarate metabolic processK01679//fumarate hydratase, class II [EC:4.2.1.2]XP_013023792.1//fumarate hydratase [Schizosaccharomyces cryophilus OY26]putative fumarate hydratase (fum1), mRNA
2540078 NM_001021847.2252.74 213.53 180.45 SPBC16H5.08cGO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0042254//ribosome biogenesis;GO:0000056//ribosomal small subunit export from nucleusK06185//ATP-binding cassette, subfamily F, member 2NP_595939.1//ATP-binding cassette sub-family F protein [Schizosaccharomyces pombe 972h-]ATP-binding cassette sub-family F protein (SPBC16H5.08c), mRNA
2541106 NM_001021259.2265.48 263.42 160.53 erg1 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005811//lipid droplet;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0008144//drug binding;GO:0050660//flavin adenine dinucleotide binding;GO:0004506//squalene monooxygenase activityGO:0006696//ergosterol biosynthetic processK00511//squalene monooxygenase [EC:1.14.14.17]NP_595351.1//squalene monooxygenase Erg1 (predicted) [Schizosaccharomyces pombe 972h-]putative squalene monooxygenase Erg1 (erg1), mRNA
2539265 NM_001022761.2226.41 227.55 116.07 swp1 GO:0005783//endoplasmic reticulum;GO:0008250//oligosaccharyltransferase complex;GO:0016021//integral component of membraneGO:0016740//transferase activityGO:0006487//protein N-linked glycosylationK12667//oligosaccharyltransferase complex subunit delta (ribophorin II)NP_587768.1//oligosaccharyltransferase delta subunit Swp1 (predicted) [Schizosaccharomyces pombe 972h-]putative oligosaccharyltransferase delta subunit Swp1 (swp1), mRNA
2542696 NM_001020412.2162.93 193.29 114.63 spd1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0043495//protein membrane anchor;GO:1990846//ribonucleoside-diphosphate reductase inhibitor activity;GO:0032403//protein complex bindingGO:0051301//cell division;GO:1903529//negative regulation of dCDP biosynthetic process;GO:0034613//cellular protein localization;GO:0007049//cell cycle;GO:1905117//regulation of ribonucleoside-diphosphate reductase activityNA NP_594981.1//ribonucleotide reductase (RNR) inhibitor [Schizosaccharomyces pombe 972h-]ribonucleotide reductase (RNR) inhibitor (spd1), mRNA
2541192 NM_001021544.2415.09 346.41 2153.4 SPBC83.17 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosolGO:0003713//transcription coactivator activity;GO:0043565//sequence-specific DNA bindingGO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK03627//putative transcription factorNP_595650.1//transcriptional coactivator, multiprotein bridging factor Mbf1 (predicted) [Schizosaccharomyces pombe 972h-]putative transcriptional coactivator/multiprotein-bridging factor Mbf1 (SPBC83.17), mRNA
2540136 NM_001022627.2153.61 118.96 138.02 sro1 GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0034599//cellular response to oxidative stress;GO:0045454//cell redox homeostasisNA XP_001713150.1//hypothetical protein SPBC1347.14c [Schizosaccharomyces pombe 972h-]protein sro1 (sro1), mRNA
2540550 NM_001355809.1212.19 204.78 160.6 trs1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004829//threonine-tRNA ligase activity;GO:0005524//ATP bindingGO:0002181//cytoplasmic translation;GO:0006435//threonyl-tRNA aminoacylationK01868//threonyl-tRNA synthetase [EC:6.1.1.3]NP_596364.1//cytoplasmic threonine-tRNA ligase Trs1 (predicted) [Schizosaccharomyces pombe 972h-]putative threonine--tRNA (Thr) ligase Trs1 (trs1), mRNA
2541817 NM_001018829.2281.76 269.23 106.28 cdb4 GO:0005634//nucleus;GO:0005829//cytosolGO:0003677//DNA binding;GO:0008237//metallopeptidase activityNA K14813//metalloprotease ARX1 [EC:3.-.-.-];K01265//methionyl aminopeptidase [EC:3.4.11.18]NP_593397.1//curved DNA-binding protein Cdb4, peptidase family [Schizosaccharomyces pombe 972h-]peptidase family curved DNA-binding protein Cdb4 (cdb4), mRNA
2541526 NM_001020351.2220.38 241.65 122.7 atp1 GO:0045261//proton-transporting ATP synthase complex, catalytic core F(1);GO:0005774//vacuolar membrane;GO:0016021//integral component of membraneGO:0005524//ATP binding;GO:0046933//proton-transporting ATP synthase activity, rotational mechanism;GO:0008236//serine-type peptidase activity;GO:0008239//dipeptidyl-peptidase activityGO:0015986//ATP synthesis coupled proton transport;GO:0016485//protein processingK02132//F-type H+-transporting ATPase subunit alphaNP_594920.2//dipeptidyl peptidase (predicted) [Schizosaccharomyces pombe 972h-]F1-ATPase alpha subunit (atp1), mRNA
2540891 NM_001021084.2165.88 156.87 140.08 SPBC582.08 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004021//L-alanine:2-oxoglutarate aminotransferase activity;GO:0008483//transaminase activity;GO:0030170//pyridoxal phosphate bindingGO:0097054//L-glutamate biosynthetic process;GO:0042853//L-alanine catabolic process;GO:0009058//biosynthetic process;GO:0042851//L-alanine metabolic processK00814//alanine transaminase [EC:2.6.1.2]NP_595176.1//alanine aminotransferase (predicted) [Schizosaccharomyces pombe 972h-]putative alanine aminotransferase (SPBC582.08), mRNA
2541345 NM_001021289.2147.9 136.92 71.7 ilv1 GO:0005948//acetolactate synthase complex;GO:0005739//mitochondrionGO:0000287//magnesium ion binding;GO:0050660//flavin adenine dinucleotide binding;GO:0030976//thiamine pyrophosphate binding;GO:0003984//acetolactate synthase activityGO:0009099//valine biosynthetic process;GO:0009097//isoleucine biosynthetic processK01652//acetolactate synthase I/II/III large subunit [EC:2.2.1.6]NP_595382.1//acetolactate synthase catalytic subunit [Schizosaccharomyces pombe 972h-]acetolactate synthase catalytic subunit (ilv1), mRNA
2539153 NM_001022787.3190.12 187.42 65.52 qcr9 GO:0005750//mitochondrial respiratory chain complex III;GO:0005739//mitochondrionNA GO:1902600//hydrogen ion transmembrane transport;GO:0034551//mitochondrial respiratory chain complex III assembly;GO:0009060//aerobic respiration;GO:0006122//mitochondrial electron transport, ubiquinol to cytochrome cK00419//ubiquinol-cytochrome c reductase subunit 9NP_587794.3//ubiquinol-cytochrome-c reductase complex subunit 9 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquinol-cytochrome-c reductase complex subunit 9 (qcr9), mRNA
2542541 NM_001020215.2488.49 353.05 3002.73 wis2 GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosolGO:0003755//peptidyl-prolyl cis-trans isomerase activityGO:0006457//protein foldingK05864//peptidyl-prolyl isomerase D [EC:5.2.1.8]NP_594787.1//cyclophilin family peptidyl-prolyl cis-trans isomerase Wis2 [Schizosaccharomyces pombe 972h-]cyclophilin family peptidyl-prolyl cis-trans isomerase Wis2 (wis2), mRNA
2539765 NM_001022211.2219.28 250.52 228.25 fim1 GO:0005884//actin filament;GO:0030479//actin cortical patch;GO:0031097//medial cortex;GO:0032432//actin filament bundle;GO:0032153//cell division site;GO:0099079//actin bodyGO:0051015//actin filament binding;GO:0030674//protein binding, bridging;GO:0005509//calcium ion bindingGO:1904530//negative regulation of actin filament binding;GO:0051639//actin filament network formation;GO:0034316//negative regulation of Arp2/3 complex-mediated actin nucleation;GO:0030036//actin cytoskeleton organization;GO:0051666//actin cortical patch localization;GO:0070649//formin-nucleated actin cable assembly;GO:0110009//formin-nucleated actin cable organization;GO:0044396//actin cortical patch organization;GO:0051017//actin filament bundle assembly;GO:1903920//positive regulation of actin filament severing;GO:0006897//endocytosisK17275//plastin-1NP_596289.1//fimbrin [Schizosaccharomyces pombe 972h-]fimbrin (fim1), mRNA
2538772 NM_001022988.2236.08 231.38 201.14 oca8 GO:0031090//organelle membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005789//endoplasmic reticulum membraneGO:0009055//electron transfer activity;GO:0046872//metal ion binding;GO:0020037//heme bindingGO:0006696//ergosterol biosynthetic process;GO:0055114//oxidation-reduction processK00326//cytochrome-b5 reductase [EC:1.6.2.2]NP_587997.1//cytochrome b5 (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome b5 (oca8), mRNA
2543140 NM_001018459.2161.24 150.31 153.52 sss1 GO:0071261//Ssh1 translocon complex;GO:0005783//endoplasmic reticulum;GO:0005784//Sec61 translocon complex;GO:0005622//intracellular;GO:0016021//integral component of membraneGO:0015450//P-P-bond-hydrolysis-driven protein transmembrane transporter activity;GO:0005198//structural molecule activityGO:0006605//protein targeting;GO:0006616//SRP-dependent cotranslational protein targeting to membrane, translocation;GO:0006620//posttranslational protein targeting to endoplasmic reticulum membrane;GO:0031204//posttranslational protein targeting to membrane, translocationK07342//protein transport protein SEC61 subunit gamma and related proteinsNP_593061.1//translocon gamma subunit Sss1 (predicted) [Schizosaccharomyces pombe 972h-]putative translocon gamma subunit Sss1 (sss1), mRNA
2542110 NM_001019328.2174.08 195.19 314.45 ost2 GO:0005634//nucleus;GO:0008250//oligosaccharyltransferase complex;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0004579//dolichyl-diphosphooligosaccharide-protein glycotransferase activityGO:0006486//protein glycosylation;GO:0006487//protein N-linked glycosylationK12668//oligosaccharyltransferase complex subunit epsilonNP_593898.1//oligosaccharyltransferase epsilon subunit Ost2 (predicted) [Schizosaccharomyces pombe 972h-]putative oligosaccharyltransferase epsilon subunit Ost2 (ost2), mRNA
2543153 NM_001018556.2233.82 228.78 245.82 SPAC821.05 GO:0016282//eukaryotic 43S preinitiation complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0008180//COP9 signalosome;GO:0033290//eukaryotic 48S preinitiation complex;GO:0005852//eukaryotic translation initiation factor 3 complexGO:0003743//translation initiation factor activity;GO:0004843//thiol-dependent ubiquitin-specific protease activityGO:0002183//cytoplasmic translational initiation;GO:0001731//formation of translation preinitiation complexK03247//translation initiation factor 3 subunit HNP_593158.1//translation initiation factor eIF3h (p40) [Schizosaccharomyces pombe 972h-]translation initiation factor eIF3h (p40) (SPAC821.05), mRNA
2538834 NM_001023442.2201.58 209.76 93.44 SPCC126.08cGO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneNA GO:0006888//ER to Golgi vesicle-mediated transportK10082//lectin, mannose-binding 2NP_588451.1//lectin family glycoprotein receptor (predicted) [Schizosaccharomyces pombe 972h-]putative lectin family glycoprotein receptor (SPCC126.08c), mRNA
2542220 NM_001018590.3127.95 198.34 371.98 SPAC1A6.03cGO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0009897//external side of plasma membrane;GO:0005737//cytoplasm;GO:0009277//fungal-type cell wall;GO:0005829//cytosol;GO:0005576//extracellular region;GO:0005886//plasma membrane;GO:0042597//periplasmic spaceGO:0004620//phospholipase activity;GO:0004622//lysophospholipase activityGO:0009395//phospholipid catabolic process;GO:0006650//glycerophospholipid metabolic process;GO:0046475//glycerophospholipid catabolic processK13333 NP_593194.3//phospholipase (predicted) [Schizosaccharomyces pombe 972h-]putative phospholipase (SPAC1A6.03c), mRNA
2540633 NM_001021909.2199.79 193.48 151.79 hob1 GO:1990528//Rvs161p-Rvs167p complex;GO:0000781//chromosome, telomeric region;GO:0031097//medial cortex;GO:0043332//mating projection tip;GO:0005737//cytoplasm;GO:0005802//trans-Golgi network;GO:0000775//chromosome, centromeric region;GO:0030479//actin cortical patch;GO:0005826//actomyosin contractile ringGO:0008289//lipid binding;GO:0042802//identical protein binding;GO:0008092//cytoskeletal protein binding;GO:0005516//calmodulin binding;GO:0005086//ARF guanyl-nucleotide exchange factor activityGO:0030833//regulation of actin filament polymerization;GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0051666//actin cortical patch localization;GO:0006348//chromatin silencing at telomere;GO:0016192//vesicle-mediated transport;GO:0030702//chromatin silencing at centromere;GO:0006897//endocytosis;GO:0060988//lipid tube assembly;GO:0097320//plasma membrane tubulation;GO:0006974//cellular response to DNA damage stimulusK12562//amphiphysinNP_596001.1//BAR adaptor protein Hob1 [Schizosaccharomyces pombe 972h-]BAR adaptor protein Hob1 (hob1), partial mRNA
2542634 NM_001018349.2234.01 259.26 166.48 hxk1 GO:0005634//nucleus;GO:0005829//cytosolGO:0019158//mannokinase activity;GO:0005524//ATP binding;GO:0004340//glucokinase activity;GO:0008865//fructokinase activity;GO:0004396//hexokinase activity;GO:0005536//glucose bindingGO:0006006//glucose metabolic process;GO:0061621//canonical glycolysis;GO:0051156//glucose 6-phosphate metabolic process;GO:0006000//fructose metabolic process;GO:0006096//glycolytic process;GO:0009051//pentose-phosphate shunt, oxidative branch;GO:0001678//cellular glucose homeostasis;GO:0006013//mannose metabolic process;GO:0006002//fructose 6-phosphate metabolic processK00844//hexokinase [EC:2.7.1.1]NP_592948.1//hexokinase 1 [Schizosaccharomyces pombe 972h-]hexokinase 1 (hxk1), mRNA
2539126 NM_001023481.2188.25 181.29 146.78 tif6 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0030687//preribosome, large subunit precursorGO:0043022//ribosome binding;GO:0003743//translation initiation factor activity;GO:0043023//ribosomal large subunit bindingGO:0000466//maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000054//ribosomal subunit export from nucleus;GO:0000470//maturation of LSU-rRNA;GO:1902626//assembly of large subunit precursor of preribosome;GO:0000460//maturation of 5.8S rRNA;GO:0042256//mature ribosome assembly;GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0042273//ribosomal large subunit biogenesisK03264//translation initiation factor 6NP_588491.1//translation initiation factor eIF6 [Schizosaccharomyces pombe 972h-]translation initiation factor eIF6 (tif6), mRNA
2542644 NM_001019453.2183.08 195.99 150.24 cox8 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005751//mitochondrial respiratory chain complex IVGO:0004129//cytochrome-c oxidase activityGO:0006123//mitochondrial electron transport, cytochrome c to oxygen;GO:0009060//aerobic respirationK02272//cytochrome c oxidase subunit 7cNP_594028.1//cytochrome c oxidase subunit VIII (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c oxidase subunit VIII (cox8), partial mRNA
2542395 NM_001019345.2187.31 179.14 64.22 cki3 GO:0005634//nucleus;GO:0051286//cell tip;GO:0071944//cell periphery;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:1904846//negative regulation of establishment of bipolar cell polarity;GO:0007165//signal transduction;GO:0018105//peptidyl-serine phosphorylation;GO:0030100//regulation of endocytosis;GO:0006897//endocytosis;GO:0008360//regulation of cell shape;GO:1903067//negative regulation of protein localization to cell tipK02218//casein kinase 1 [EC:2.7.11.1]NP_593916.1//serine/threonine protein kinase Cki3 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Cki3 (cki3), mRNA
2542804 NM_001020295.2150.87 135.18 115.5 hal4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:1990748//cellular detoxification;GO:0035556//intracellular signal transduction;GO:0071473//cellular response to cation stress;GO:0030003//cellular cation homeostasisK08286 NP_594866.1//halotolerence protein 4 [Schizosaccharomyces pombe 972h-]halotolerence protein 4 (hal4), mRNA
2542917 NM_001020013.2324.74 300.15 1362.49 plr1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004033//aldo-keto reductase (NADP) activity;GO:0050236//pyridoxine:NADP 4-dehydrogenase activity;GO:0016491//oxidoreductase activityGO:0042821//pyridoxal biosynthetic process;GO:0042820//vitamin B6 catabolic processK05275 NP_594584.1//pyridoxal reductase Plr1 [Schizosaccharomyces pombe 972h-]pyridoxal reductase Plr1 (plr1), mRNA
2543626 NM_001356203.1229.72 203.26 61.66 ade4 GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004044//amidophosphoribosyltransferase activityGO:0006541//glutamine metabolic process;GO:0046083//adenine metabolic process;GO:0009116//nucleoside metabolic process;GO:0009113//purine nucleobase biosynthetic process;GO:0006189//'de novo' IMP biosynthetic processK00764//amidophosphoribosyltransferase [EC:2.4.2.14]NP_594961.1//amidophosphoribosyltransferase Ade4 [Schizosaccharomyces pombe 972h-]amidophosphoribosyltransferase Ade4 (ade4), mRNA
2539310 NM_001023336.2191.83 180.23 73.75 spp27 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000500//RNA polymerase I upstream activating factor complexNA GO:0006351//transcription, DNA-templated;GO:0045943//positive regulation of transcription from RNA polymerase I promoterK15223//upstream activation factor subunit UAF30NP_588345.1//RNA polymerase I upstream activation factor complex subunit Spp27 [Schizosaccharomyces pombe 972h-]RNA polymerase I upstream activation factor complex subunit Spp27 (spp27), mRNA
2542028 NM_001019809.2179.38 171.81 119.01 hem1 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0008483//transaminase activity;GO:0003870//5-aminolevulinate synthase activity;GO:0030170//pyridoxal phosphate bindingGO:0006782//protoporphyrinogen IX biosynthetic process;GO:0006783//heme biosynthetic processK00643//5-aminolevulinate synthase [EC:2.3.1.37]NP_594388.1//5-aminolevulinate synthase (predicted) [Schizosaccharomyces pombe 972h-]putative 5-aminolevulinate synthase (hem1), mRNA
2540054 NM_001021197.2154.81 163.07 262.85 SPBC119.09cGO:0035339//SPOTS complex;GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0090156//cellular sphingolipid homeostasis;GO:1900060//negative regulation of ceramide biosynthetic process;GO:0034620//cellular response to unfolded proteinNA NP_595290.1//ORMDL family protein (predicted) [Schizosaccharomyces pombe 972h-]putative ORMDL family protein (SPBC119.09c), mRNA
2543122 NM_001018317.2213.99 223.81 149.08 SPAC31A2.04cGO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0019774//proteasome core complex, beta-subunit complex;GO:0005789//endoplasmic reticulum membraneGO:0061133//endopeptidase activator activity;GO:0004298//threonine-type endopeptidase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0010499//proteasomal ubiquitin-independent protein catabolic processK02734//20S proteasome subunit beta 4 [EC:3.4.25.1]NP_592916.1//20S proteasome component beta 4 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome core particle subunit beta 4 (SPAC31A2.04c), mRNA
2542359 NM_001020145.2279.22 250.72 44.43 met14 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004020//adenylylsulfate kinase activityGO:0000103//sulfate assimilation;GO:0070814//hydrogen sulfide biosynthetic process;GO:0019344//cysteine biosynthetic process;GO:0009086//methionine biosynthetic processK00860//adenylylsulfate kinase [EC:2.7.1.25]NP_594718.1//adenylyl-sulfate kinase (predicted) [Schizosaccharomyces pombe 972h-]putative adenylyl-sulfate kinase (met14), mRNA
2543423 NM_001019764.2192.16 181.24 100.83 SPAC4H3.07cGO:0005739//mitochondrionGO:0004792//thiosulfate sulfurtransferase activityNA K17970 NP_594343.2//protein phosphatase Fmp31 (predicted) [Schizosaccharomyces pombe 972h-]putative protein phosphatase Fmp31 (SPAC4H3.07c), mRNA
2542435 NM_001019356.275.72 73.2 38.07 SPAC1805.16cGO:0005634//nucleus;GO:0005829//cytosolGO:0004731//purine-nucleoside phosphorylase activity;GO:0047724//inosine nucleosidase activity;GO:0070635//nicotinamide riboside hydrolase activityGO:0046115//guanosine catabolic process;GO:0019358//nicotinate nucleotide salvage;GO:0034356//NAD biosynthesis via nicotinamide riboside salvage pathway;GO:0006152//purine nucleoside catabolic process;GO:0006148//inosine catabolic processK03783//purine-nucleoside phosphorylase [EC:2.4.2.1]NP_593927.1//purine nucleoside phosphorylase (predicted) [Schizosaccharomyces pombe 972h-]putative purine nucleoside phosphorylase (SPAC1805.16c), mRNA

14217377 NM_001355927.1239.89 286.24 207.4 SPCC663.18 GO:0005737//cytoplasmNA GO:0016192//vesicle-mediated transportNA XP_004001751.1//GTPAse interacting protein involved in vesicle tethering at the Golgi [Schizosaccharomyces pombe 972h-]GTPAse-interacting protein (SPCC663.18), mRNA
2542047 NM_001019929.2130.22 117 102.16 pcr1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:1990243//atf1-pcr1 complex;GO:0000790//nuclear chromatinGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003723//RNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003690//double-stranded DNA binding;GO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activity;GO:0010844//recombination hotspot bindingGO:0010847//regulation of chromatin assembly;GO:0035065//regulation of histone acetylation;GO:0006338//chromatin remodeling;GO:1904765//positive regulation of transcription from RNA polymerase II promoter in response to maltose;GO:1903694//positive regulation of mitotic G1 cell cycle arrest in response to nitrogen starvation;GO:0110034//negative regulation of adenylate cyclase-activating glucose-activated G-protein coupled receptor signaling pathway;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0007131//reciprocal meiotic recombination;GO:0045944//positive regulation of transcription from RNA polymerase II promoterK09051 NP_594500.1//transcription factor Pcr1 [Schizosaccharomyces pombe 972h-]transcription factor Pcr1 (pcr1), mRNA
2539751 NM_001022472.2211.87 228.32 125.41 SPBC13G1.02GO:0005634//nucleus;GO:0005829//cytosolGO:0004475//mannose-1-phosphate guanylyltransferase activity;GO:0016779//nucleotidyltransferase activity;GO:0005525//GTP bindingGO:0006486//protein glycosylation;GO:0009058//biosynthetic process;GO:0009298//GDP-mannose biosynthetic processK00966//mannose-1-phosphate guanylyltransferase [EC:2.7.7.13]NP_596551.1//mannose-1-phosphate guanyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative mannose-1-phosphate guanyltransferase (SPBC13G1.02), mRNA
2541970 NM_001019075.2186.85 174.57 110.49 hpt1 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005737//cytoplasmGO:0016763//transferase activity, transferring pentosyl groups;GO:0046872//metal ion binding;GO:0052657//guanine phosphoribosyltransferase activity;GO:0000166//nucleotide binding;GO:0004422//hypoxanthine phosphoribosyltransferase activityGO:0032264//IMP salvage;GO:0032263//GMP salvageK07101 NP_593644.1//xanthine phosphoribosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative xanthine phosphoribosyltransferase (hpt1), mRNA
2540206 NM_001355795.1185.26 184.97 104.31 kes1 GO:0032153//cell division siteGO:0008142//oxysterol bindingGO:0006696//ergosterol biosynthetic processK20465//oxysterol-binding protein-related protein 9/10/11NP_595138.1//oxysterol binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative oxysterol binding protein (kes1), mRNA
2540075 NM_001021849.2211.25 237.22 106.15 rip1 GO:0005750//mitochondrial respiratory chain complex III;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0051537//2 iron, 2 sulfur cluster binding;GO:0008121//ubiquinol-cytochrome-c reductase activityGO:0009060//aerobic respiration;GO:0006122//mitochondrial electron transport, ubiquinol to cytochrome cK00411//ubiquinol-cytochrome c reductase iron-sulfur subunit [EC:1.10.2.2]NP_595941.1//ubiquinol-cytochrome-c reductase complex subunit 5 [Schizosaccharomyces pombe 972h-]ubiquinol-cytochrome-c reductase complex subunit 5 (rip1), mRNA
2539812 NM_001022618.2233.14 170.35 95.82 fkbp39 GO:0005730//nucleolusGO:0003755//peptidyl-prolyl cis-trans isomerase activity;GO:0005527//macrolide binding;GO:0005528//FK506 bindingGO:0000412//histone peptidyl-prolyl isomerization;GO:0006334//nucleosome assembly;GO:0051598//meiotic recombination checkpointK14826//FK506-binding nuclear protein [EC:5.2.1.8]XP_013019891.1//FKBP-type peptidyl-prolyl cis-trans isomerase [Schizosaccharomyces octosporus yFS286]putative FKBP-type peptidyl-prolyl cis-trans isomerase (fkbp39), mRNA
2540254 NM_001022072.2275.16 291.87 469.92 SPBC32F12.10GO:0005634//nucleus;GO:0005829//cytosolGO:0000287//magnesium ion binding;GO:0016868//intramolecular transferase activity, phosphotransferasesGO:0005975//carbohydrate metabolic processK01835//phosphoglucomutase [EC:5.4.2.2]XP_013023000.1//phosphoglucomutase [Schizosaccharomyces cryophilus OY26]putative phosphoglucomutase (SPBC32F12.10), mRNA
2539479 NM_001023215.2223.81 196.88 109.92 sup35 GO:0018444//translation release factor complex;GO:0005829//cytosolGO:0000287//magnesium ion binding;GO:0008022//protein C-terminus binding;GO:0019003//GDP binding;GO:0005085//guanyl-nucleotide exchange factor activity;GO:0005525//GTP binding;GO:0003747//translation release factor activity;GO:0003924//GTPase activityGO:0000288//nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0002184//cytoplasmic translational terminationK03267//peptide chain release factor subunit 3NP_588225.1//translation release factor class II eRF3 [Schizosaccharomyces pombe 972h-]eRF3-like class 2 translation release factor sup35 (sup35), mRNA

NR_150161.1 NR_150161.1 38.51 32.26 54.97 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0008168//methyltransferase activityGO:0032259//methylationK00598 NP_588543.1//methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1292), miscRNA
2541228 NM_001021682.2152.26 144.93 31.79 SPBP16F5.08cGO:0005739//mitochondrion;GO:0005789//endoplasmic reticulum membraneGO:0050661//NADP binding;GO:0004499//N,N-dimethylaniline monooxygenase activity;GO:0050660//flavin adenine dinucleotide binding;GO:0004497//monooxygenase activityGO:0006457//protein folding;GO:0055114//oxidation-reduction processK00485//dimethylaniline monooxygenase (N-oxide forming) [EC:1.14.13.8]NP_595782.1//flavin dependent monooxygenase (predicted) [Schizosaccharomyces pombe 972h-]putative flavin dependent monooxygenase (SPBP16F5.08c), mRNA
2543562 NM_001019766.2171.55 182.81 204.14 SPAC4H3.09 GO:0005759//mitochondrial matrix;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0031177//phosphopantetheine binding;GO:0000035//acyl binding;GO:0048037//cofactor binding;GO:0000036//acyl carrier activityGO:0006633//fatty acid biosynthetic process;GO:0055114//oxidation-reduction process;GO:0009245//lipid A biosynthetic processK03955//NADH dehydrogenase (ubiquinone) 1 alpha/beta subcomplex 1NP_594345.1//mitochondrial type II fatty acid synthase component (predicted) [Schizosaccharomyces pombe 972h-]putative type II fatty acid synthase subunit (SPAC4H3.09), mRNA

NR_150176.1 NR_150176.1 62.64 113.89 187.67 NA NA GO:0016810//hydrolase activity, acting on carbon-nitrogen (but not peptide) bondsNA NA XP_013026032.1//amidohydrolase [Schizosaccharomyces cryophilus OY26]antisense RNA (predicted) (SPNCRNA.1305), miscRNA
2541767 NM_001019540.2192.17 204.94 172.2 arc4 GO:0005634//nucleus;GO:0005885//Arp2/3 protein complex;GO:0030479//actin cortical patch;GO:0005829//cytosolGO:0003779//actin binding;GO:0005198//structural molecule activityGO:0000147//actin cortical patch assembly;GO:0034314//Arp2/3 complex-mediated actin nucleation;GO:0006897//endocytosis;GO:0030041//actin filament polymerizationK05755//actin related protein 2/3 complex, subunit 4NP_594116.1//ARP2/3 actin-organizing complex subunit Arc4 [Schizosaccharomyces pombe 972h-]ARP2/3 actin-organizing complex subunit Arc4 (arc4), mRNA
2541039 NM_001022599.2149.02 140.75 185.86 mge1 GO:0005759//mitochondrial matrix;GO:0001405//presequence translocase-associated import motorGO:0051082//unfolded protein binding;GO:0051087//chaperone binding;GO:0000774//adenyl-nucleotide exchange factor activity;GO:0042803//protein homodimerization activityGO:0006457//protein folding;GO:0042026//protein refolding;GO:0030150//protein import into mitochondrial matrixK03687//molecular chaperone GrpENP_596677.1//mitochondrial GrpE domain chaperone protein (predicted) [Schizosaccharomyces pombe 972h-]putative GrpE domain-containing chaperone mge1 (mge1), mRNA
2542609 NM_001019430.2151.25 163.71 59.81 SPAC31G5.04GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0047046//homoisocitrate dehydrogenase activity;GO:0051287//NAD bindingGO:0009085//lysine biosynthetic process;GO:0019878//lysine biosynthetic process via aminoadipic acidK05824 NP_594004.1//homoisocitrate dehydrogenase [Schizosaccharomyces pombe 972h-]homoisocitrate dehydrogenase (SPAC31G5.04), mRNA
2541972 NM_001019073.2201.67 197.3 85.12 cka1 NA GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingNA K03097//casein kinase II subunit alpha [EC:2.7.11.1]EXX65289.1//Cka2p [Rhizophagus irregularis DAOM 197198w]serine/threonine protein kinase Cka1 (cka1), mRNA
2539732 NM_001022554.2189.05 197.35 146.24 atp4 GO:0000276//mitochondrial proton-transporting ATP synthase complex, coupling factor F(o);GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0000274//mitochondrial proton-transporting ATP synthase, stator stalkGO:0015078//hydrogen ion transmembrane transporter activity;GO:0046961//proton-transporting ATPase activity, rotational mechanism;GO:0046933//proton-transporting ATP synthase activity, rotational mechanismGO:0015986//ATP synthesis coupled proton transport;GO:0035786//protein complex oligomerization;GO:0099132//ATP hydrolysis coupled cation transmembrane transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK02127//F-type H+-transporting ATPase subunit bNP_596633.1//F0-ATPase subunit (predicted) [Schizosaccharomyces pombe 972h-]putative F0-ATPase subunit atp4 (atp4), mRNA
2543347 NM_001020204.2206.27 232.44 198.4 rpn502 GO:0005634//nucleus;GO:0008541//proteasome regulatory particle, lid subcomplex;GO:0034399//nuclear periphery;GO:0008180//COP9 signalosome;GO:0031595//nuclear proteasome complex;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0034515//proteasome storage granuleNA GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0000338//protein deneddylation;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK03035//26S proteasome regulatory subunit N5NP_593278.1//19S proteasome regulatory subunit Rpn501 [Schizosaccharomyces pombe 972h-]19S proteasome regulatory subunit Rpn502 (rpn502), mRNA
2540265 NM_001022015.2178.5 187.86 75.63 chr1 GO:0005829//cytosol;GO:0000131//incipient cellular bud site;GO:0000144//cellular bud neck septin ringGO:0008047//enzyme activator activityGO:0034221//fungal-type cell wall chitin biosynthetic process;GO:0051278//fungal-type cell wall polysaccharide biosynthetic processK07126 NP_596099.1//chitin synthase regulatory factor Chr1 (predicted) [Schizosaccharomyces pombe 972h-]putative chitin synthase regulatory factor Chr1 (chr1), mRNA

NR_150970.1 NR_150970.1 30.02 30.9 34.5 NA GO:0005829//cytosolGO:0017168//5-oxoprolinase (ATP-hydrolyzing) activityGO:0006749//glutathione metabolic process;GO:1990748//cellular detoxificationK01469//5-oxoprolinase (ATP-hydrolysing) [EC:3.5.2.9]NP_592809.1//oxoprolinase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.609), miscRNA
2541934 NM_001018547.2217.83 231 79.63 hem13 GO:0005634//nucleus;GO:0005829//cytosolGO:0004109//coproporphyrinogen oxidase activity;GO:0042803//protein homodimerization activityGO:0071456//cellular response to hypoxia;GO:0006782//protoporphyrinogen IX biosynthetic process;GO:0006783//heme biosynthetic processK00228//coproporphyrinogen III oxidase [EC:1.3.3.3]NP_593150.1//coproporphyrinogen III oxidase (predicted) [Schizosaccharomyces pombe 972h-]putative coproporphyrinogen III oxidase (hem13), mRNA
2543647 NM_001019507.2210.18 201.75 63.75 frs2 GO:0005829//cytosol;GO:0009328//phenylalanine-tRNA ligase complex;GO:0005737//cytoplasmGO:0004826//phenylalanine-tRNA ligase activity;GO:0002161//aminoacyl-tRNA editing activity;GO:0005524//ATP binding;GO:0000049//tRNA bindingGO:0006432//phenylalanyl-tRNA aminoacylation;GO:0002181//cytoplasmic translationK01889//phenylalanyl-tRNA synthetase alpha chain [EC:6.1.1.20]NP_594078.1//cytoplasmic phenylalanine-tRNA ligase alpha subunit Frs2 (predicted) [Schizosaccharomyces pombe 972h-]putative phenylalanine--tRNA (Phe) ligase alpha subunit Frs2 (frs2), mRNA
2542233 NM_001020225.2187.33 176.31 96.83 rpb10 GO:0005665//DNA-directed RNA polymerase II, core complex;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005666//DNA-directed RNA polymerase III complex;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA binding;GO:0008270//zinc ion bindingGO:0006360//transcription from RNA polymerase I promoter;GO:0006383//transcription from RNA polymerase III promoter;GO:0006366//transcription from RNA polymerase II promoterK03007//DNA-directed RNA polymerases I, II, and III subunit RPABC5NP_594797.1//DNA-directed RNA polymerase I, II, and III subunit Rpb10 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase subunit Rpb10 (rpb10), mRNA
2541830 NM_001018214.2112.5 98.73 29.77 SPAC5H10.01GO:0005634//nucleus;GO:0005829//cytosolGO:0047820//D-glutamate cyclase activityGO:0006536//glutamate metabolic processNA NP_592814.1//DUF1445 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC5H10.01), partial mRNA

NR_150219.1 NR_150219.1 94.33 76.75 232.32 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0008080//N-acetyltransferase activityNA K19001//ATP-dependent DNA helicaseNP_595143.1//N-acetyltransferase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1345), miscRNA
2540566 NM_001021757.2190.36 185.5 68.87 SPBC18E5.07GO:0005829//cytosolNA NA K19849;K11294//nucleolinNP_595853.1//DUF3210 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC18E5.07), mRNA
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2541362 NM_001022433.2182.18 153.48 36.5 SPBP8B7.05cGO:0005634//nucleus;GO:0005737//cytoplasmGO:0008270//zinc ion binding;GO:0004089//carbonate dehydratase activityGO:0015976//carbon utilization;GO:1990748//cellular detoxification;GO:0006730//one-carbon metabolic processK01673//carbonic anhydrase [EC:4.2.1.1]NP_596512.2//carbonic anhydrase (predicted) [Schizosaccharomyces pombe 972h-]putative carbonic anhydrase (SPBP8B7.05c), mRNA
2539378 NM_001023032.2224.89 223.72 156.2 pre10 GO:0019773//proteasome core complex, alpha-subunit complex;GO:0005634//nucleus;GO:0005829//cytosolGO:0004298//threonine-type endopeptidase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK02727//20S proteasome subunit alpha 7 [EC:3.4.25.1]NP_588040.1//20S proteasome component alpha 7, Pre10 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome core particle subunit alpha 7 Pre10 (pre10), mRNA
2539738 NM_001021805.2220.86 211.78 71.5 tif213 GO:0043614//multi-eIF complex;GO:0016282//eukaryotic 43S preinitiation complex;GO:0005829//cytosol;GO:0033290//eukaryotic 48S preinitiation complex;GO:0005850//eukaryotic translation initiation factor 2 complex;GO:0005737//cytoplasmGO:0003743//translation initiation factor activity;GO:0000049//tRNA binding;GO:0005525//GTP binding;GO:0031369//translation initiation factor binding;GO:0003924//GTPase activityGO:0045903//positive regulation of translational fidelity;GO:0001731//formation of translation preinitiation complexK03242//translation initiation factor 2 subunit 3NP_595898.1//translation initiation factor eIF2 gamma subunit (predicted) [Schizosaccharomyces pombe 972h-]putative translation initiation factor eIF2 gamma subunit tif213 (tif213), mRNA
2543080 NM_001019617.2149.54 194.04 342.54 SPAC3A11.10cGO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0070573//metallodipeptidase activity;GO:0046872//metal ion binding;GO:0008237//metallopeptidase activity;GO:0004177//aminopeptidase activity;GO:0016805//dipeptidase activityNA K01273//membrane dipeptidase [EC:3.4.13.19]NP_594193.1//dipeptidyl peptidase (predicted) [Schizosaccharomyces pombe 972h-]putative dipeptidyl peptidase (SPAC3A11.10c), mRNA
2541193 NM_001022239.2199.45 185.59 72.32 dis2 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005938//cell cortex;GO:0061638//CENP-A containing chromatin;GO:0000790//nuclear chromatin;GO:0035838//growing cell tip;GO:1990567//DPS complex;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0035839//non-growing cell tip;GO:0072357//PTW/PP1 phosphatase complex;GO:0030139//endocytic vesicle;GO:0005829//cytosol;GO:0000164//protein phosphatase type 1 complexGO:0046872//metal ion binding;GO:0004722//protein serine/threonine phosphatase activityGO:1903068//positive regulation of protein localization to cell tip;GO:1902426//deactivation of mitotic spindle assembly checkpoint;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:1905213//negative regulation of mitotic chromosome condensation;GO:2000784//positive regulation of establishment of cell polarity regulating cell shape;GO:0051301//cell divisionK06269//serine/threonine-protein phosphatase PP1 catalytic subunit [EC:3.1.3.16]NP_596317.1//serine/threonine protein phosphatase PP1 [Schizosaccharomyces pombe 972h-]serine/threonine protein phosphatase PP1 (dis2), mRNA
2540360 NM_001021973.2205.56 209.09 94.1 SPBC2G5.01GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0005509//calcium ion bindingGO:0006984//ER-nucleus signaling pathwayNA NP_596062.1//DUF1682 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC2G5.01), mRNA

NR_149918.1 NR_149918.1 115.75 97.71 65.61 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0003849//3-deoxy-7-phosphoheptulonate synthase activityGO:0009423//chorismate biosynthetic process;GO:0009073//aromatic amino acid family biosynthetic processK01626//3-deoxy-7-phosphoheptulonate synthase [EC:2.5.1.54]XP_002171518.1//phospho-2-dehydro-3-deoxyheptonate aldolase [Schizosaccharomyces japonicus yFS275]antisense RNA (predicted) (SPNCRNA.1072), miscRNA
2541357 NM_001022373.2165.48 175.74 18.13 SPBPB7E8.01GO:0031362//anchored component of external side of plasma membrane;GO:0005576//extracellular regionGO:0008237//metallopeptidase activityNA NA NP_596454.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBPB7E8.01), mRNA
2541814 NM_001018503.2210.31 202.71 167.2 SPAC23G3.06GO:0032040//small-subunit processome;GO:0031428//box C/D snoRNP complexGO:0017069//snRNA bindingGO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14565//nucleolar protein 58XP_013016026.1//U3 snoRNP protein Nop58 [Schizosaccharomyces octosporus yFS286]putative U3 snoRNP protein Nop58 (SPAC23G3.06), mRNA
2543233 NM_001018298.2207.75 212 112.99 arp3 GO:0005885//Arp2/3 protein complex;GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0003779//actin binding;GO:0005524//ATP bindingGO:1903475//mitotic actomyosin contractile ring assembly;GO:0034314//Arp2/3 complex-mediated actin nucleation;GO:0044396//actin cortical patch organization;GO:0006897//endocytosis;GO:0051666//actin cortical patch localization;GO:0030041//actin filament polymerizationK18584//actin-related protein 3NP_592898.1//actin-like protein Arp3 [Schizosaccharomyces pombe 972h-]actin-like protein Arp3 (arp3), mRNA
2541110 NM_001021271.2219.85 233.6 143.48 erg9 GO:0042175//nuclear outer membrane-endoplasmic reticulum membrane network;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0004310//farnesyl-diphosphate farnesyltransferase activity;GO:0051996//squalene synthase activity;GO:0016491//oxidoreductase activityGO:0008299//isoprenoid biosynthetic process;GO:0006696//ergosterol biosynthetic process;GO:0045338//farnesyl diphosphate metabolic processK00801//farnesyl-diphosphate farnesyltransferase [EC:2.5.1.21]NP_595363.1//squalene synthase Erg9 (predicted) [Schizosaccharomyces pombe 972h-]putative squalene synthase Erg9 (erg9), mRNA
2540378 NM_001022188.2241.58 265.87 111 rpl102 GO:0015934//large ribosomal subunit;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0000470//maturation of LSU-rRNA;GO:0006412//translation;GO:0002181//cytoplasmic translationK02865//large subunit ribosomal protein L10AeNP_596267.1//60S ribosomal protein L1 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L1 (rpl102), mRNA
2542728 NM_001019902.2174.62 181.79 87.74 isp7 GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0031418//L-ascorbic acid binding;GO:0016491//oxidoreductase activityGO:0031929//TOR signaling;GO:1905736//negative regulation of L-proline import across plasma membrane;GO:1905589//positive regulation of L-arginine import across plasma membraneK03305//proton-dependent oligopeptide transporter, POT family;K01069//hydroxyacylglutathione hydrolase [EC:3.1.2.6]NP_594473.1//2-OG-Fe(II) oxygenase superfamily protein [Schizosaccharomyces pombe 972h-]2-oxoglutarate-Fe(2+) oxygenase superfamily protein (isp7), mRNA
2541087 NM_001021276.2230.12 230.53 175.17 SPBC646.10cGO:0032040//small-subunit processome;GO:0031428//box C/D snoRNP complexNA GO:0006364//rRNA processingK14564//nucleolar protein 56XP_013021905.1//U3 snoRNP protein Nop56 [Schizosaccharomyces cryophilus OY26]putative U3 snoRNP protein Nop56 (SPBC646.10c), mRNA
2543017 NM_001356208.1148.98 120.59 25.8 mmf2 GO:0005634//nucleus;GO:0005739//mitochondrion;GO:0005737//cytoplasmNA GO:0009097//isoleucine biosynthetic processK06965//protein pelota;K09022//2-iminobutanoate/2-iminopropanoate deaminase [EC:3.5.99.10]NP_595001.1//MMF1-like protein [Schizosaccharomyces pombe 972h-]putative Pmf1-like isoleucine synthesis protein mmf2 (mmf2), mRNA
2539993 NM_001022380.2244.23 225.93 58.75 exg1 GO:0009986//cell surface;GO:1990819//actin fusion focus;GO:0005576//extracellular region;GO:0000935//division septumGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0004338//glucan exo-1,3-beta-glucosidase activity;GO:0046557//glucan endo-1,6-beta-glucosidase activityGO:0009251//glucan catabolic process;GO:0005975//carbohydrate metabolic process;GO:0070879//fungal-type cell wall beta-glucan metabolic process;GO:1904541//fungal-type cell wall disassembly involved in conjugation with cellular fusionK01210 NP_596461.1//glucan 1,6-beta-glucosidase Exg1 [Schizosaccharomyces pombe 972h-]glucan 1,6-beta-glucosidase Exg1 (exg1), mRNA
2540487 NM_001021776.2231.95 247.61 322.31 rpt6 GO:0005634//nucleus;GO:0031595//nuclear proteasome complex;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0031597//cytosolic proteasome complex;GO:0034515//proteasome storage granule;GO:0008540//proteasome regulatory particle, base subcomplexGO:0004175//endopeptidase activity;GO:0019904//protein domain specific binding;GO:0005524//ATP binding;GO:0017025//TBP-class protein binding;GO:0036402//proteasome-activating ATPase activity;GO:0016887//ATPase activityGO:0070682//proteasome regulatory particle assembly;GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0006338//chromatin remodeling;GO:0045899//positive regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0043433//negative regulation of DNA binding transcription factor activity;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0006289//nucleotide-excision repair;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0070651//nonfunctional rRNA decay;GO:0051091//positive regulation of DNA binding transcription factor activityK03066//26S proteasome regulatory subunit T6NP_595870.1//19S proteasome regulatory subunit Rpt6 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome regulatory subunit Rpt6 (rpt6), mRNA
2539083 NM_001022947.2178.85 183.37 65.86 rpb6 GO:0005665//DNA-directed RNA polymerase II, core complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005666//DNA-directed RNA polymerase III complex;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA binding;GO:0001055//RNA polymerase II activity;GO:0001056//RNA polymerase III activity;GO:0001054//RNA polymerase I activity;GO:0003968//RNA-directed 5'-3' RNA polymerase activityGO:0006360//transcription from RNA polymerase I promoter;GO:0006354//DNA-templated transcription, elongation;GO:0042797//tRNA transcription from RNA polymerase III promoter;GO:0006383//transcription from RNA polymerase III promoter;GO:0006366//transcription from RNA polymerase II promoterK03014//DNA-directed RNA polymerases I, II, and III subunit RPABC2NP_587956.1//DNA-directed RNA polymerase I, II and III subunit Rpb6 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase subunit Rpb6 (rpb6), mRNA
2540020 NM_001022425.2206.23 195.11 90.75 pcn1 GO:0000781//chromosome, telomeric region;GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0043626//PCNA complex;GO:0000790//nuclear chromatin;GO:0035861//site of double-strand break;GO:0005829//cytosol;GO:0043596//nuclear replication forkGO:0003677//DNA binding;GO:0042802//identical protein binding;GO:0030337//DNA polymerase processivity factor activityGO:1900264//positive regulation of DNA-directed DNA polymerase activity;GO:1903460//mitotic DNA replication leading strand elongation;GO:1903022//positive regulation of phosphodiesterase activity, acting on 3'-phosphoglycolate-terminated DNA strands;GO:0006289//nucleotide-excision repair;GO:1903459//mitotic DNA replication lagging strand elongation;GO:0000710//meiotic mismatch repair;GO:0035753//maintenance of DNA trinucleotide repeats;GO:0006301//postreplication repair;GO:0006272//leading strand elongation;GO:1903364//positive regulation of cellular protein catabolic process;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0006298//mismatch repair;GO:0006271//DNA strand elongation involved in DNA replication;GO:0006348//chromatin silencing at telomere;GO:0042276//error-prone translesion synthesis;GO:0070987//error-free translesion synthesis;GO:1902394//positive regulation of exodeoxyribonuclease activity;GO:0034087//establishment of mitotic sister chromatid cohesion;GO:0070914//UV-damage excision repairK04802//proliferating cell nuclear antigenNP_596504.1//DNA polymerase delta processivity factor [Schizosaccharomyces pombe 972h-]DNA polymerase delta processivity factor (pcn1), mRNA
2541974 NM_001019871.2178.75 173.32 67.52 frs1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0009328//phenylalanine-tRNA ligase complex;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0003723//RNA binding;GO:0004826//phenylalanine-tRNA ligase activity;GO:0005524//ATP bindingGO:0006432//phenylalanyl-tRNA aminoacylation;GO:0002181//cytoplasmic translationK01890//phenylalanyl-tRNA synthetase beta chain [EC:6.1.1.20]NP_594442.1//phenylalanine-tRNA ligase beta subunit Frs1 (predicted) [Schizosaccharomyces pombe 972h-]putative phenylalanine--tRNA (Phe) ligase beta subunit Frs1 (frs1), mRNA
2539653 NM_001021696.2181.68 181.62 254.22 ksp1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0031929//TOR signaling;GO:0035556//intracellular signal transductionK08286;K02216//serine/threonine-protein kinase Chk1 [EC:2.7.11.1]NP_595795.1//serine/threonine protein kinase Ksp1 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ksp1 (ksp1), mRNA
3361396 NM_001018706.2177.81 182.46 99.47 SPAPB17E12.11GO:0005783//endoplasmic reticulum;GO:0008250//oligosaccharyltransferase complex;GO:0016021//integral component of membraneGO:0016757//transferase activity, transferring glycosyl groups;GO:0016740//transferase activityGO:0018279//protein N-linked glycosylation via asparagine;GO:0006487//protein N-linked glycosylation;GO:0045454//cell redox homeostasisK12669//oligosaccharyltransferase complex subunit gammaNP_001018226.1//oligosaccharyltransferase gamma subunit Ost3 (predicted) [Schizosaccharomyces pombe 972h-]putative oligosaccharyltransferase gamma subunit Ost3 (SPAPB17E12.11), mRNA

NR_151112.1 NR_151112.1 189.48 194.95 56.71 NA GO:0005634//nucleus;GO:0005730//nucleolus;GO:0019185//snRNA-activating protein complexGO:0003677//DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006363//termination of RNA polymerase I transcription;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationK09424 NP_594010.1//Myb family protein Eta2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.74), miscRNA
2543325 NM_001018185.2347.51 415.69 1361.02 SPAC977.14cGO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityGO:0071805//potassium ion transmembrane transportK15303//aflatoxin B1 aldehyde reductase;K17647NP_592785.1//aldo-keto reductase family protein [Schizosaccharomyces pombe 972h-]aldo-keto reductase family protein (SPAC977.14c), mRNA
2540256 NM_001022075.2147.51 153.31 191.52 SPBC32F12.12cGO:0030173//integral component of Golgi membrane;GO:0005794//Golgi apparatusNA GO:0016192//vesicle-mediated transportNA NP_596156.1//golgi membrane protein involved in vesicle-mediated transport [Schizosaccharomyces pombe 972h-]golgi membrane protein involved in vesicle-mediated transport (SPBC32F12.12c), mRNA
2542131 NM_001018801.2218.39 201.25 102.52 SPAC57A7.12GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0051083//'de novo' cotranslational protein folding;GO:0002181//cytoplasmic translationK09490//heat shock 70kDa protein 5NP_593369.1//heat shock protein Pdr13 (predicted) [Schizosaccharomyces pombe 972h-]putative heat shock protein Pdr13 (SPAC57A7.12), mRNA
2540938 NM_001021953.2145.78 188.23 115.82 uge1 GO:0005829//cytosolGO:0003978//UDP-glucose 4-epimerase activityGO:0033499//galactose catabolic process via UDP-galactose;GO:0006012//galactose metabolic processK01784//UDP-glucose 4-epimerase [EC:5.1.3.2];K01785//aldose 1-epimerase [EC:5.1.3.3]NP_596043.1//UDP-glucose 4-epimerase Uge1 [Schizosaccharomyces pombe 972h-]UDP-glucose 4-epimerase Uge1 (uge1), mRNA
2541629 NM_001018376.2252.3 248.13 183.16 SPAC2F7.05cGO:0043614//multi-eIF complex;GO:0005829//cytosol;GO:0033290//eukaryotic 48S preinitiation complex;GO:0022627//cytosolic small ribosomal subunitGO:0003743//translation initiation factor activity;GO:0005525//GTP binding;GO:0031369//translation initiation factor binding;GO:0005092//GDP-dissociation inhibitor activity;GO:0005096//GTPase activator activityGO:0045947//negative regulation of translational initiation;GO:0001732//formation of cytoplasmic translation initiation complex;GO:0042256//mature ribosome assembly;GO:0002183//cytoplasmic translational initiationK03262//translation initiation factor 5NP_592976.1//eukaryotic translation initiation factor 5 [Schizosaccharomyces pombe 972h-]eukaryotic translation initiation factor 5 (SPAC2F7.05c), mRNA
2539725 NM_001355810.1108.4 103.39 103.41 SPBC17D1.01GO:0005634//nucleus;GO:0005829//cytosolNA GO:0000122//negative regulation of transcription from RNA polymerase II promoterNA XP_001713144.1//transcriptional regulatory protein Spp41 (predicted) [Schizosaccharomyces pombe 972h-]putative transcriptional regulatory protein Spp41 (SPBC17D1.01), mRNA
2540731 NM_001021624.2246.73 227.17 141.24 lcf1 GO:0005783//endoplasmic reticulum;GO:0005737//cytoplasmGO:0090434//oleoyl-CoA ligase activity;GO:0005524//ATP binding;GO:0090432//myristoyl-CoA ligase activity;GO:0102391//decanoate--CoA ligase activity;GO:0090433//palmitoyl-CoA ligase activityGO:0035336//long-chain fatty-acyl-CoA metabolic processK01897//long-chain acyl-CoA synthetase [EC:6.2.1.3]NP_595726.1//long-chain-fatty-acid-CoA ligase Lcf1 [Schizosaccharomyces pombe 972h-]long-chain-fatty-acid-CoA ligase Lcf1 (lcf1), mRNA
2541200 NM_001021461.2170.52 184.96 572.25 hhf2 GO:0005634//nucleus;GO:0000786//nucleosome;GO:0000788//nuclear nucleosomeGO:0042393//histone binding;GO:0003677//DNA binding;GO:0046982//protein heterodimerization activityGO:0006334//nucleosome assemblyK11254//histone H4NP_595566.1//histone H4 h4.2 [Schizosaccharomyces pombe 972h-]histone H4 h4.2 (hhf2), mRNA
2539879 NM_001022121.2165.06 152.39 187.03 SPBC1703.07GO:0005634//nucleus;GO:0005829//cytosol;GO:0009346//citrate lyase complexGO:0003878//ATP citrate synthase activity;GO:0016829//lyase activity;GO:0046912//transferase activity, transferring acyl groups, acyl groups converted into alkyl on transfer;GO:0048037//cofactor bindingGO:0006099//tricarboxylic acid cycle;GO:0006085//acetyl-CoA biosynthetic process;GO:0008152//metabolic process;GO:0006633//fatty acid biosynthetic processK01648//ATP citrate (pro-S)-lyase [EC:2.3.3.8]XP_013021091.1//ATP citrate synthase subunit 1 [Schizosaccharomyces cryophilus OY26]putative ATP citrate synthase subunit 1 (SPBC1703.07), mRNA
2540577 NM_001022527.2146.19 126.31 131.32 SPBC23E6.06cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane spaceGO:0008686//3,4-dihydroxy-2-butanone-4-phosphate synthase activity;GO:0046872//metal ion bindingGO:0009231//riboflavin biosynthetic process;GO:0009060//aerobic respirationK02858 NP_596606.1//3,4-dihydroxy-2-butanone 4-phosphate synthase (predicted) [Schizosaccharomyces pombe 972h-]putative 3,4-dihydroxy-2-butanone 4-phosphate synthase (SPBC23E6.06c), mRNA
2541652 NM_001018244.2193.43 198.44 137.73 sty1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellular;GO:0005758//mitochondrial intermembrane space;GO:0005743//mitochondrial inner membrane;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0003682//chromatin binding;GO:0016909//SAP kinase activity;GO:0005516//calmodulin binding;GO:0004707//MAP kinase activityGO:1903715//regulation of aerobic respiration;GO:1903643//positive regulation of recombination hotspot binding;GO:0010972//negative regulation of G2/M transition of mitotic cell cycle;GO:0006972//hyperosmotic response;GO:0010793//regulation of mRNA export from nucleus;GO:0036283//positive regulation of transcription factor import into nucleus in response to oxidative stress;GO:0046685//response to arsenic-containing substance;GO:0061393//positive regulation of transcription from RNA polymerase II promoter in response to osmotic stress;GO:0010520//regulation of reciprocal meiotic recombination;GO:0016241//regulation of macroautophagy;GO:1990497//regulation of cytoplasmic translation in response to stress;GO:0035065//regulation of histone acetylation;GO:0033262//regulation of nuclear cell cycle DNA replication;GO:0006351//transcription, DNA-templated;GO:1903694//positive regulation of mitotic G1 cell cycle arrest in response to nitrogen starvation;GO:0034605//cellular response to heat;GO:0071470//cellular response to osmotic stress;GO:0007231//osmosensory signaling pathway;GO:0034599//cellular response to oxidative stress;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0036091//positive regulation of transcription from RNA polymerase II promoter in response to oxidative stress;GO:0051445//regulation of meiotic cell cycle;GO:0051403//stress-activated MAPK cascade;GO:2001165//positive regulation of phosphorylation of RNA polymerase II C-terminal domain serine 2 residues;GO:0071473//cellular response to cation stressK04441//p38 MAP kinase [EC:2.7.11.24]NP_592843.1//MAP kinase Sty1 [Schizosaccharomyces pombe 972h-]MAP kinase Sty1 (sty1), mRNA
2542599 NM_001018389.2265.07 277.38 93.53 erg11 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0008168//methyltransferase activity;GO:0005506//iron ion binding;GO:0008398//sterol 14-demethylase activity;GO:0004497//monooxygenase activityGO:0006696//ergosterol biosynthetic processK05917//sterol 14-demethylase [EC:1.14.13.70]NP_592990.1//sterol 14-demethylase (predicted) [Schizosaccharomyces pombe 972h-]putative sterol 14-demethylase (erg11), mRNA
2541133 NM_001020991.2209.7 264.14 266.78 SPBC660.05 GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_595084.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC660.05), mRNA
2543483 NM_001019318.2125.31 121.45 47.96 grx5 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0015035//protein disulfide oxidoreductase activity;GO:0009055//electron transfer activity;GO:0046872//metal ion binding;GO:0015038//glutathione disulfide oxidoreductase activity;GO:0051537//2 iron, 2 sulfur cluster bindingGO:0097428//protein maturation by iron-sulfur cluster transfer;GO:0045454//cell redox homeostasisK07390//monothiol glutaredoxinNP_593888.1//monothiol glutaredoxin Grx5 [Schizosaccharomyces pombe 972h-]monothiol glutaredoxin Grx5 (grx5), mRNA
2542925 NM_001020360.2165.74 195.84 295.67 ubc13 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0005524//ATP binding;GO:0031625//ubiquitin protein ligase binding;GO:0061631//ubiquitin conjugating enzyme activityGO:0070534//protein K63-linked ubiquitination;GO:0070914//UV-damage excision repair;GO:0006301//postreplication repairK10580//ubiquitin-conjugating enzyme E2 N [EC:2.3.2.23]NP_594929.1//ubiquitin conjugating enzyme Ubc13 [Schizosaccharomyces pombe 972h-]ubiquitin-conjugating enzyme Ubc13 (ubc13), mRNA
2543195 NM_001019441.2110.78 100.57 99.33 gcv1 GO:0005960//glycine cleavage complex;GO:0005739//mitochondrionGO:0008483//transaminase activity;GO:0004047//aminomethyltransferase activityGO:0019464//glycine decarboxylation via glycine cleavage system;GO:0006546//glycine catabolic processK00605//aminomethyltransferase [EC:2.1.2.10]NP_594015.1//glycine decarboxylase T subunit (predicted) [Schizosaccharomyces pombe 972h-]putative glycine decarboxylase T subunit gcv1 (gcv1), mRNA
2542898 NM_001018729.2198.92 197.24 95.61 fps1 GO:0005634//nucleus;GO:0005829//cytosolGO:0004337//geranyltranstransferase activity;GO:0004311//farnesyltranstransferase activityGO:0008299//isoprenoid biosynthetic processK00787//farnesyl diphosphate synthase [EC:2.5.1.1 2.5.1.10]XP_013016225.1//geranyltranstransferase Fps1 [Schizosaccharomyces octosporus yFS286]geranyltranstransferase Fps1 (fps1), partial mRNA
2543390 NM_001019050.3193.19 216.18 94.39 acp2 GO:0005634//nucleus;GO:0031097//medial cortex;GO:0043332//mating projection tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0099079//actin body;GO:0008290//F-actin capping protein complex;GO:0005884//actin filament;GO:0030479//actin cortical patch;GO:0005829//cytosolGO:0003779//actin binding;GO:0051015//actin filament bindingGO:1903475//mitotic actomyosin contractile ring assembly;GO:0000902//cell morphogenesis;GO:0030036//actin cytoskeleton organization;GO:2000813//negative regulation of barbed-end actin filament capping;GO:0030447//filamentous growth;GO:0051016//barbed-end actin filament capping;GO:0044396//actin cortical patch organization;GO:1902404//mitotic actomyosin contractile ring contraction;GO:2000601//positive regulation of Arp2/3 complex-mediated actin nucleationK10365//capping protein (actin filament) muscle Z-line, betaNP_593619.3//F-actin capping protein beta subunit (predicted) [Schizosaccharomyces pombe 972h-]putative F-actin-capping protein beta subunit acp2 (acp2), mRNA
2543212 NM_001020133.2179.88 175.04 122.69 SPAPYUG7.05GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004735//pyrroline-5-carboxylate reductase activityGO:0006561//proline biosynthetic process;GO:0055129//L-proline biosynthetic processK00286//pyrroline-5-carboxylate reductase [EC:1.5.1.2]NP_594706.1//delta-1-pyrroline-5-carboxylate reductase (predicted) [Schizosaccharomyces pombe 972h-]putative delta-1-pyrroline-5-carboxylate reductase (SPAPYUG7.05), mRNA
2539809 NM_001021685.2165.37 174.08 117.46 SPBC16E9.02cGO:0005737//cytoplasmGO:0043130//ubiquitin binding;GO:0031624//ubiquitin conjugating enzyme bindingGO:0006511//ubiquitin-dependent protein catabolic process;GO:0007165//signal transductionK11294//nucleolinNP_595784.1//CUE domain protein [Schizosaccharomyces pombe 972h-]CUE domain protein (SPBC16E9.02c), mRNA
2540185 NM_001022179.2180.1 190.72 96.42 atp16 GO:0045261//proton-transporting ATP synthase complex, catalytic core F(1);GO:0000275//mitochondrial proton-transporting ATP synthase complex, catalytic core F(1);GO:0005739//mitochondrion;GO:0005756//mitochondrial proton-transporting ATP synthase, central stalkGO:0046933//proton-transporting ATP synthase activity, rotational mechanismGO:0015986//ATP synthesis coupled proton transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK02134//F-type H+-transporting ATPase subunit deltaNP_596259.2//F1-ATPase delta subunit (predicted) [Schizosaccharomyces pombe 972h-]putative F1-ATPase delta subunit atp16 (atp16), mRNA
2542869 NM_001018965.2226.92 192.33 635.93 gar2 GO:0005730//nucleolus;GO:0001651//dense fibrillar component;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0000786//nucleosomeGO:0003677//DNA binding;GO:0003723//RNA bindingGO:0006334//nucleosome assembly;GO:0006364//rRNA processingK11294//nucleolinNP_593531.1//nucleolar protein required for rRNA processing [Schizosaccharomyces pombe 972h-]rRNA-processing protein gar2 (gar2), mRNA
2540829 NM_001021017.2168.84 168.42 105.17 sum2 GO:0005737//cytoplasmGO:0003723//RNA bindingGO:1904689//negative regulation of cytoplasmic translational initiation;GO:0033962//cytoplasmic mRNA processing body assembly;GO:0007049//cell cycleK18749//protein LSM14NP_595110.1//G2/M transition checkpoint protein Sum2 [Schizosaccharomyces pombe 972h-]G2/M transition checkpoint protein Sum2 (sum2), mRNA
2541029 NM_001021370.2106.89 97.46 27.26 ade7 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004639//phosphoribosylaminoimidazolesuccinocarboxamide synthase activity;GO:0005524//ATP bindingGO:0046084//adenine biosynthetic process;GO:0009152//purine ribonucleotide biosynthetic process;GO:0006106//fumarate metabolic process;GO:0006189//'de novo' IMP biosynthetic processK01923//phosphoribosylaminoimidazole-succinocarboxamide synthase [EC:6.3.2.6]NP_595460.1//phosphoribosylaminoimidazolesuccinocarboxamide synthase [Schizosaccharomyces pombe 972h-]phosphoribosylaminoimidazolesuccinocarboxamide synthase (ade7), mRNA
2539648 NM_001020983.2206.59 205.8 133.21 SPBC1198.08GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0070573//metallodipeptidase activity;GO:0046872//metal ion binding;GO:0016805//dipeptidase activityGO:0006751//glutathione catabolic processK15428 NP_595077.2//dipeptidase Dug1 (predicted) [Schizosaccharomyces pombe 972h-]putative dipeptidase Dug1 (SPBC1198.08), mRNA
2541384 NM_001022454.2176.59 186.79 149.11 SPBP8B7.26 GO:0051286//cell tip;GO:0005737//cytoplasm;GO:0032153//cell division siteNA NA K11397;K19475//WAS/WASL-interacting proteinNP_596533.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBP8B7.26), mRNA
2543621 NM_001019257.2224.21 221.95 141.53 tif33 GO:0071541//eukaryotic translation initiation factor 3 complex, eIF3m;GO:0016282//eukaryotic 43S preinitiation complex;GO:0071540//eukaryotic translation initiation factor 3 complex, eIF3e;GO:0005829//cytosol;GO:0033290//eukaryotic 48S preinitiation complexGO:0003743//translation initiation factor activity;GO:0031369//translation initiation factor bindingGO:0006413//translational initiation;GO:0006446//regulation of translational initiation;GO:0001732//formation of cytoplasmic translation initiation complex;GO:0001731//formation of translation preinitiation complexK03252//translation initiation factor 3 subunit CNP_593828.2//translation initiation factor eIF3c [Schizosaccharomyces pombe 972h-]translation initiation factor eIF3c (tif33), mRNA
2540210 NM_001021646.2172.85 174.44 100.68 tuf1 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0003746//translation elongation factor activity;GO:0000049//tRNA binding;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0070125//mitochondrial translational elongationK02358//elongation factor TuNP_595746.1//mitochondrial translation elongation factor EF-Tu Tuf1 [Schizosaccharomyces pombe 972h-]translation elongation factor EF-Tu Tuf1 (tuf1), mRNA
2540848 NM_001022631.2180.91 173.96 150.54 met6 GO:0005829//cytosolGO:0004414//homoserine O-acetyltransferase activity;GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsGO:0009092//homoserine metabolic process;GO:0009086//methionine biosynthetic processK00641//homoserine O-acetyltransferase [EC:2.3.1.31]NP_596706.2//homoserine O-acetyltransferase Met6 [Schizosaccharomyces pombe 972h-]homoserine O-acetyltransferase Met6 (met6), mRNA
2539418 NM_001022677.2376.65 396.13 863.25 ctt1 GO:0005759//mitochondrial matrix;GO:0005782//peroxisomal matrix;GO:0005777//peroxisome;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0020037//heme binding;GO:0004096//catalase activityGO:0006979//response to oxidative stress;GO:0061692//cellular detoxification of hydrogen peroxide;GO:0042744//hydrogen peroxide catabolic process;GO:0042542//response to hydrogen peroxideK03781//catalase [EC:1.11.1.6]BAA13788.1//unnamed protein product, partial [Schizosaccharomyces pombe]catalase (ctt1), mRNA
5802965 NM_001356181.1190.89 193.79 188.61 arp2 GO:0030479//actin cortical patch;GO:0005885//Arp2/3 protein complex;GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0030476//ascospore wall assembly;GO:0000001//mitochondrion inheritance;GO:0034314//Arp2/3 complex-mediated actin nucleation;GO:0030100//regulation of endocytosis;GO:0051654//establishment of mitochondrion localizationK17260//actin-related protein 2XP_002173194.1//ARP2/3 actin-organizing complex subunit Arp2 [Schizosaccharomyces japonicus yFS275]ARP2/3 actin-organizing complex subunit Arp2 (arp2), mRNA
2540144 NM_001022213.2165.17 181.57 137.11 arc3 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005885//Arp2/3 protein complex;GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0032153//cell division siteGO:0003779//actin bindingGO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0000147//actin cortical patch assembly;GO:0034314//Arp2/3 complex-mediated actin nucleation;GO:0006897//endocytosis;GO:0051666//actin cortical patch localizationK05756//actin related protein 2/3 complex, subunit 3NP_596291.1//ARP2/3 actin-organizing complex subunit Arc21 [Schizosaccharomyces pombe 972h-]ARP2/3 actin-organizing complex subunit Arc21 (arc3), mRNA
2540939 NM_001021391.2196.22 198.03 272.09 rpt2 GO:0005634//nucleus;GO:0031595//nuclear proteasome complex;GO:0005829//cytosol;GO:0031597//cytosolic proteasome complex;GO:0000790//nuclear chromatin;GO:0008540//proteasome regulatory particle, base subcomplexGO:0005524//ATP binding;GO:0017025//TBP-class protein binding;GO:0036402//proteasome-activating ATPase activityGO:0070682//proteasome regulatory particle assembly;GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0045899//positive regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0043171//peptide catabolic process;GO:0070651//nonfunctional rRNA decay;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0010498//proteasomal protein catabolic process;GO:0031503//protein complex localizationK03062//26S proteasome regulatory subunit T2NP_595480.1//19S proteasome regulatory subunit Rpt2 [Schizosaccharomyces pombe 972h-]19S proteasome regulatory subunit Rpt2 (rpt2), mRNA

14217508 NM_001355835.1199.38 252.96 858.82 tam13 NA NA NA NA XP_004001732.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein tam13 (tam13), partial mRNA
2540162 NM_001022563.2104.29 101.57 42.28 SPBC1677.03cGO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0030170//pyridoxal phosphate binding;GO:0004794//L-threonine ammonia-lyase activityGO:0009097//isoleucine biosynthetic process;GO:0006567//threonine catabolic processK01754//threonine dehydratase [EC:4.3.1.19]NP_596641.1//mitochondrial threonine ammonia-lyase (predicted) [Schizosaccharomyces pombe 972h-]putative threonine ammonia-lyase (SPBC1677.03c), mRNA
2542493 NM_001019360.2171.25 188.47 76.44 cox6 GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0005751//mitochondrial respiratory chain complex IVGO:0046872//metal ion binding;GO:0004129//cytochrome-c oxidase activityGO:0006123//mitochondrial electron transport, cytochrome c to oxygen;GO:0009060//aerobic respirationK02264//cytochrome c oxidase subunit 5aNP_593931.1//cytochrome c oxidase subunit VI (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c oxidase subunit VI (cox6), mRNA
2539285 NM_001022865.2234.85 306.44 124.81 sap1 GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0043565//sequence-specific DNA binding;GO:0043110//rDNA spacer replication fork barrier binding;GO:0008301//DNA binding, bendingGO:0071170//site-specific DNA replication termination;GO:0007059//chromosome segregation;GO:0031582//replication fork arrest at rDNA repeats;GO:0000728//gene conversion at mating-type locus, DNA double-strand break formationNA NP_587873.1//switch-activating protein Sap1 [Schizosaccharomyces pombe 972h-]switch-activating protein Sap1 (sap1), mRNA
2540570 NM_001022271.2181.37 189.23 86.46 SPBC25H2.16cGO:0005794//Golgi apparatus;GO:0030131//clathrin adaptor complex;GO:0005802//trans-Golgi networkNA GO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transportK12404//ADP-ribosylation factor-binding protein GGANP_596351.1//adaptin (predicted) [Schizosaccharomyces pombe 972h-]putative adaptin (SPBC25H2.16c), mRNA
2538720 NM_001023151.2135.64 150.09 69.69 mms2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0031625//ubiquitin protein ligase binding;GO:0061631//ubiquitin conjugating enzyme activity;GO:0016874//ligase activityGO:0070534//protein K63-linked ubiquitination;GO:0006301//postreplication repairK10704//ubiquitin-conjugating enzyme E2 variantNP_588162.1//ubiquitin conjugating enzyme Mms2 [Schizosaccharomyces pombe 972h-]ubiquitin-conjugating enzyme Mms2 (mms2), mRNA
2539973 NM_001023843.1136.5 121.6 92.04 trp1 GO:0005829//cytosol;GO:0005950//anthranilate synthase complexGO:0004640//phosphoribosylanthranilate isomerase activity;GO:0004425//indole-3-glycerol-phosphate synthase activity;GO:0033984//indole-3-glycerol-phosphate lyase activity;GO:0016740//transferase activity;GO:0004049//anthranilate synthase activityGO:0006541//glutamine metabolic process;GO:0000162//tryptophan biosynthetic processK13501 NP_596823.1//anthranilate synthase component II (predicted) [Schizosaccharomyces pombe 972h-]putative anthranilate synthase component II (trp1), partial mRNA

NR_151259.1 NR_151259.1 97.17 90.37 107.2 NA GO:0005960//glycine cleavage complex;GO:0005739//mitochondrionGO:0008483//transaminase activity;GO:0004047//aminomethyltransferase activityGO:0019464//glycine decarboxylation via glycine cleavage system;GO:0006546//glycine catabolic processK00605//aminomethyltransferase [EC:2.1.2.10]NP_594015.1//glycine decarboxylase T subunit (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.875), miscRNA
2542781 NM_001018748.2219.23 177.52 82.91 ura3 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0004152//dihydroorotate dehydrogenase activityGO:0044205//'de novo' UMP biosynthetic process;GO:0006206//pyrimidine nucleobase metabolic process;GO:0006207//'de novo' pyrimidine nucleobase biosynthetic processK00254//dihydroorotate dehydrogenase [EC:1.3.5.2]NP_593317.1//dihydroorotate dehydrogenase Ura3 [Schizosaccharomyces pombe 972h-]dihydroorotate dehydrogenase Ura3 (ura3), mRNA
2539381 NM_001023409.2147.17 159.55 133.88 mug33 GO:0070382//exocytic vesicle;GO:0051286//cell tip;GO:0031520//plasma membrane of cell tip;GO:0035838//growing cell tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0030139//endocytic vesicle;GO:0016021//integral component of membrane;GO:0005886//plasma membraneNA GO:0030435//sporulation resulting in formation of a cellular spore;GO:0000281//mitotic cytokinesis;GO:0007127//meiosis I;GO:0006887//exocytosisNA NP_588418.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]protein mug33 (mug33), mRNA
2540028 NM_001021692.2155.25 159.98 119.54 SPBC16E9.09cGO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneNA GO:0006810//transport;GO:0006888//ER to Golgi vesicle-mediated transportK20346//p24 family protein alphaNP_595791.1//COPII vesicle coat component Erp5/Erp6 (predicted) [Schizosaccharomyces pombe 972h-]putative COPII-coated vesicle-associated protein Erp5/Erp6 (SPBC16E9.09c), mRNA
2538912 NM_001022796.2177.99 177.55 180.88 rpn8 GO:0005634//nucleus;GO:0008541//proteasome regulatory particle, lid subcomplex;GO:0000502//proteasome complex;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:1990023//mitotic spindle midzone;GO:0034515//proteasome storage granuleGO:0004871//signal transducer activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0000160//phosphorelay signal transduction system;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK03038//26S proteasome regulatory subunit N8NP_587803.1//19S proteasome regulatory subunit Rpn8 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome regulatory subunit Rpn8 (rpn8), mRNA
2542275 NM_001019158.2174.49 195.59 161.31 arc5 GO:0005634//nucleus;GO:0005885//Arp2/3 protein complex;GO:0030479//actin cortical patch;GO:0031097//medial cortex;GO:0005829//cytosol;GO:0043332//mating projection tip;GO:0005826//actomyosin contractile ringGO:0051015//actin filament bindingGO:0000147//actin cortical patch assembly;GO:0034314//Arp2/3 complex-mediated actin nucleation;GO:0006897//endocytosisK05754//actin related protein 2/3 complex, subunit 5NP_593727.1//ARP2/3 actin-organizing complex subunit Arc5 [Schizosaccharomyces pombe 972h-]ARP2/3 actin-organizing complex subunit Arc5 (arc5), mRNA
2541699 NM_001020378.2180.07 185.88 113.11 cdc4 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0090443//FAR/SIN/STRIPAK complex;GO:0016460//myosin II complex;GO:0005829//cytosol;GO:0071341//medial cortical node;GO:0000159//protein phosphatase type 2A complex;GO:0005826//actomyosin contractile ringGO:0005509//calcium ion binding;GO:0019888//protein phosphatase regulator activityGO:0031030//negative regulation of septation initiation signaling;GO:0030952//establishment or maintenance of cytoskeleton polarity;GO:1903479//mitotic actomyosin contractile ring assembly actin filament organization;GO:0061509//asymmetric protein localization to old mitotic spindle pole body;GO:0071574//protein localization to medial cortexK03456//serine/threonine-protein phosphatase 2A regulatory subunit ABAA09946.1//protein phosphotase 2A 65kD regulatory sububit (A subunit) [Schizosaccharomyces pombe]myosin II light chain cdc4 (cdc4), mRNA
2540794 NM_001021083.2194.75 202.1 172.96 rpn7 GO:0005634//nucleus;GO:0008541//proteasome regulatory particle, lid subcomplex;GO:0005829//cytosol;GO:0005838//proteasome regulatory particleGO:0030234//enzyme regulator activity;GO:0005198//structural molecule activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK03037//26S proteasome regulatory subunit N7NP_595175.1//19S proteasome regulatory subunit Rpn7 [Schizosaccharomyces pombe 972h-]19S proteasome regulatory subunit Rpn7 (rpn7), mRNA
2541338 NM_001022098.2152.99 148.53 65.84 spe2 GO:0005634//nucleus;GO:0005829//cytosolGO:0004014//adenosylmethionine decarboxylase activityGO:0015940//pantothenate biosynthetic process;GO:0006597//spermine biosynthetic process;GO:0006557//S-adenosylmethioninamine biosynthetic process;GO:0008295//spermidine biosynthetic processK01611//S-adenosylmethionine decarboxylase [EC:4.1.1.50]NP_596179.1//S-adenosylmethionine decarboxylase proenzyme Spe2 [Schizosaccharomyces pombe 972h-]S-adenosylmethionine decarboxylase proenzyme Spe2 (spe2), mRNA
2543332 NM_001020206.2132.45 158.47 145.51 SPAPB8E5.04cGO:0005622//intracellular;GO:0000328//fungal-type vacuole lumenNA GO:0032366//intracellular sterol transport;GO:0061024//membrane organizationNA NP_594778.1//phosphatidylglycerol/phosphatidylinositol transfer protein [Schizosaccharomyces pombe 972h-]phosphatidylglycerol/phosphatidylinositol transfer protein (SPAPB8E5.04c), mRNA
2539538 NM_001022831.2175.07 160.37 59.03 nap1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0042393//histone bindingGO:0006336//DNA replication-independent nucleosome assemblyK11279//nucleosome assembly protein 1-like 1NP_587838.1//nucleosome assembly protein Nap1 [Schizosaccharomyces pombe 972h-]nucleosome assembly protein Nap1 (nap1), mRNA
2539816 NM_001021926.2262.05 266.75 1170.1 SPBC12C2.04GO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityNA NA NP_596018.1//NAD binding dehydrogenase family protein [Schizosaccharomyces pombe 972h-]NAD-binding dehydrogenase family protein (SPBC12C2.04), mRNA
2542479 NM_001019279.1180.88 155.06 94.55 ost4 GO:0005783//endoplasmic reticulum;GO:0008250//oligosaccharyltransferase complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016757//transferase activity, transferring glycosyl groupsGO:0006487//protein N-linked glycosylationNA NP_593850.1//oligosaccharyltransferase subunit Ost4 (predicted) [Schizosaccharomyces pombe 972h-]putative oligosaccharyltransferase subunit Ost4 (ost4), partial mRNA
2539671 NM_001021336.2344.03 279.87 386.97 mas5 GO:0005634//nucleus;GO:0005829//cytosol;GO:0072380//TRC complex;GO:0048471//perinuclear region of cytoplasmGO:0046872//metal ion binding;GO:0001671//ATPase activator activity;GO:0005524//ATP binding;GO:0031072//heat shock protein binding;GO:0051082//unfolded protein binding;GO:0030544//Hsp70 protein bindingGO:0006457//protein folding;GO:1900035//negative regulation of cellular response to heat;GO:0006458//'de novo' protein folding;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0035719//tRNA import into nucleus;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0009408//response to heat;GO:0006626//protein targeting to mitochondrion;GO:0051131//chaperone-mediated protein complex assembly;GO:0045047//protein targeting to ER;GO:0015031//protein transport;GO:0042026//protein refoldingK09503//DnaJ homolog subfamily A member 2NP_595428.1//DNAJ domain protein Mas5 (predicted) [Schizosaccharomyces pombe 972h-]putative DNAJ domain-containing protein Mas5 (mas5), mRNA
2542996 NM_001020428.2103.09 104.96 28.77 SPAC1039.06GO:0005634//nucleus;GO:0005829//cytosolGO:0016829//lyase activity;GO:0008721//D-serine ammonia-lyase activityGO:0070178//D-serine metabolic process;GO:0036088//D-serine catabolic processK20498 NP_594997.1//alanine racemase (predicted) [Schizosaccharomyces pombe 972h-]putative alanine racemase (SPAC1039.06), mRNA
2542439 NM_001356028.1158.09 148.8 57.56 SPAC17A5.08GO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0006810//transport;GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK00810;K06063//SNW domain-containing protein 1;K14825//p24 family protein gamma-2;K11838//ubiquitin carboxyl-terminal hydrolase 7 [EC:3.4.19.12]NP_593476.1//COPII-coated vesicle component Erp2/3/4 (predicted) [Schizosaccharomyces pombe 972h-]putative COPII-coated vesicle-associated protein Erp2/3/4 (SPAC17A5.08), mRNA
2540520 NM_001021429.2143.11 142.16 35.41 lsm1 GO:0005634//nucleus;GO:0005845//mRNA cap binding complex;GO:1990726//Lsm1-7-Pat1 complex;GO:0030529//intracellular ribonucleoprotein complex;GO:0005829//cytosol;GO:0000932//P-body;GO:0005737//cytoplasmGO:0003729//mRNA binding;GO:0003723//RNA binding;GO:0000339//RNA cap binding;GO:0003682//chromatin bindingGO:0006396//RNA processing;GO:0006397//mRNA processing;GO:0000288//nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0008380//RNA splicing;GO:0000290//deadenylation-dependent decapping of nuclear-transcribed mRNA;GO:0000956//nuclear-transcribed mRNA catabolic processK12620//U6 snRNA-associated Sm-like protein LSm1NP_595520.1//mRNA decapping complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative mRNA-decapping complex subunit lsm1 (lsm1), mRNA
2541441 NM_001019924.231.5 31.8 87.35 SPAC1F7.09cGO:0005634//nucleus;GO:0005829//cytosolGO:0004037//allantoicase activityGO:0006144//purine nucleobase metabolic process;GO:0000050//urea cycle;GO:0000256//allantoin catabolic processK01477//allantoicase [EC:3.5.3.4]NP_594495.1//allantoicase (predicted) [Schizosaccharomyces pombe 972h-]putative allantoicase (SPAC1F7.09c), mRNA

14217751 NM_001356259.1167.58 145.01 188.14 SPBC19G7.19GO:0005742//mitochondrial outer membrane translocase complex;GO:0031307//integral component of mitochondrial outer membrane;GO:0016021//integral component of membraneNA GO:0006626//protein targeting to mitochondrion;GO:0070096//mitochondrial outer membrane translocase complex assembly;GO:0030150//protein import into mitochondrial matrixNA XP_004001718.1//mitochondrial outer membrane translocase complex Tom5 (predicted) [Schizosaccharomyces pombe 972h-]putative TOM complex subunit Tom5 (SPBC19G7.19), mRNA
2542559 NM_001019525.2161.78 167.53 246.33 SPAC6G10.04cGO:0019773//proteasome core complex, alpha-subunit complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0034515//proteasome storage granuleGO:0004298//threonine-type endopeptidase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0010499//proteasomal ubiquitin-independent protein catabolic processK02725//20S proteasome subunit alpha 6 [EC:3.4.25.1]NP_594101.1//20S proteasome component alpha 6 subunit Pre5 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome core particle subunit alpha 6 Pre5 (SPAC6G10.04c), mRNA
2539753 NM_001022658.2178.96 160.09 54.5 rli1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003743//translation initiation factor activity;GO:0005524//ATP binding;GO:0005506//iron ion binding;GO:0043024//ribosomal small subunit binding;GO:0051536//iron-sulfur cluster binding;GO:0016887//ATPase activityGO:0006413//translational initiation;GO:0006415//translational termination;GO:0000054//ribosomal subunit export from nucleus;GO:0002183//cytoplasmic translational initiation;GO:0006364//rRNA processing;GO:0042273//ribosomal large subunit biogenesisK06174//ATP-binding cassette, sub-family E, member 1NP_596732.1//iron-sulfur ATPase involved in ribosome biogenesis Rli1 (predicted) [Schizosaccharomyces pombe 972h-]putative Fe-sulfur ATPase Rli1 (rli1), mRNA
2540174 NM_001021073.2180.88 158.86 52.69 idi1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0016787//hydrolase activity;GO:0004452//isopentenyl-diphosphate delta-isomerase activityGO:0045337//farnesyl diphosphate biosynthetic process;GO:0009240//isopentenyl diphosphate biosynthetic process;GO:0006696//ergosterol biosynthetic process;GO:0050992//dimethylallyl diphosphate biosynthetic processK01823//isopentenyl-diphosphate Delta-isomerase [EC:5.3.3.2]NP_595164.2//isopentenyl-diphosphate delta-isomerase Idi1 [Schizosaccharomyces pombe 972h-]isopentenyl-diphosphate delta-isomerase Idi1 (idi1), mRNA
2539130 NM_001023476.2155.35 175.96 194.35 amk2 GO:0031588//nucleotide-activated protein kinase complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0016301//kinase activity;GO:0019887//protein kinase regulator activityGO:0045859//regulation of protein kinase activity;GO:0007165//signal transduction;GO:0042149//cellular response to glucose starvationK07199//5'-AMP-activated protein kinase, regulatory beta subunitBAA13800.1//unnamed protein product, partial [Schizosaccharomyces pombe]AMP-activated protein kinase beta subunit Amk2 (amk2), mRNA
2542998 NM_001020078.2128.58 123.22 112.96 SPAC1093.02GO:0005758//mitochondrial intermembrane spaceGO:0004733//pyridoxamine-phosphate oxidase activity;GO:0010181//FMN bindingGO:0042818//pyridoxamine metabolic process;GO:0008615//pyridoxine biosynthetic processK00275//pyridoxamine 5'-phosphate oxidase [EC:1.4.3.5]NP_594650.1//pyridoxamine 5'-phosphate oxidase (predicted) [Schizosaccharomyces pombe 972h-]putative pyridoxamine 5'-phosphate oxidase (SPAC1093.02), mRNA
2543680 NM_001019133.2197.48 165.53 38.17 SPAC4G9.20cGO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membraneGO:0005342//organic acid transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0006810//transport;GO:0055085//transmembrane transport;GO:0006839//mitochondrial transport;GO:1990542//mitochondrial transmembrane transportK15109//solute carrier family 25 (mitochondrial carnitine/acylcarnitine transporter), member 20/29NP_593701.2//mitochondrial carrier with solute carrier repeats (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC4G9.20c), mRNA
2540771 NM_001021578.2134.84 146.22 82.56 nrf1 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0033254//vacuolar transporter chaperone complex;GO:0016021//integral component of membrane;GO:0032153//cell division siteGO:0030695//GTPase regulator activityGO:0007264//small GTPase mediated signal transduction;GO:2000769//regulation of establishment or maintenance of cell polarity regulating cell shape;GO:0042144//vacuole fusion, non-autophagic;GO:0007049//cell cycleK02212//DNA replication licensing factor MCM4 [EC:3.6.4.12]NP_595683.1//GTPase regulator Nrf1 [Schizosaccharomyces pombe 972h-]GTPase regulator Nrf1 (nrf1), mRNA
2541260 NM_001021109.2158.56 179.45 275.81 idh2 GO:0005962//mitochondrial isocitrate dehydrogenase complex (NAD+);GO:0005739//mitochondrionGO:0000287//magnesium ion binding;GO:0004449//isocitrate dehydrogenase (NAD+) activity;GO:0051287//NAD bindingGO:0006099//tricarboxylic acid cycle;GO:0006102//isocitrate metabolic processK00030//isocitrate dehydrogenase (NAD+) [EC:1.1.1.41]XP_013025002.1//isocitrate dehydrogenase subunit 2 [Schizosaccharomyces cryophilus OY26]isocitrate dehydrogenase (NAD+) subunit 2 (idh2), mRNA
2543304 NM_001019197.2172.23 172.97 272.05 tom70 GO:0005742//mitochondrial outer membrane translocase complex;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0008565//protein transporter activityGO:0030150//protein import into mitochondrial matrixK17768//mitochondrial import receptor subunit TOM70NP_593767.1//mitochondrial TOM complex subunit Tom70 (predicted) [Schizosaccharomyces pombe 972h-]putative TOM complex subunit Tom70 (tom70), mRNA
2543177 NM_001018260.3177.15 160.72 48.84 SPAC1639.01cGO:0005634//nucleus;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0009922//fatty acid elongase activity;GO:0102336//3-oxo-arachidoyl-CoA synthase activity;GO:0102756//very-long-chain 3-ketoacyl-CoA synthase activity;GO:0102337//3-oxo-cerotoyl-CoA synthase activity;GO:0102338//3-oxo-lignoceronyl-CoA synthase activityGO:0019367//fatty acid elongation, saturated fatty acid;GO:0034626//fatty acid elongation, polyunsaturated fatty acid;GO:0030148//sphingolipid biosynthetic process;GO:0006633//fatty acid biosynthetic process;GO:0019368//fatty acid elongation, unsaturated fatty acid;GO:0042761//very long-chain fatty acid biosynthetic process;GO:0034625//fatty acid elongation, monounsaturated fatty acidK10245;K10246NP_592859.3//GNS1/SUR4 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative GNS1/SUR4 family protein (SPAC1639.01c), mRNA
2540930 NM_001021140.2164.42 152.05 147.46 def1 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0006511//ubiquitin-dependent protein catabolic process;GO:0006283//transcription-coupled nucleotide-excision repair;GO:0006974//cellular response to DNA damage stimulus;GO:0000723//telomere maintenanceK19849;K19851;K01183//chitinase [EC:3.2.1.14]NP_595234.1//RNAPII degradation factor Def1 (predicted) [Schizosaccharomyces pombe 972h-]putative RNAPII degradation factor Def1 (def1), mRNA

14217791 NM_001356246.1132.3 152.02 96.08 tam9 GO:0005762//mitochondrial large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationNA XP_004001715.1//mitochondrial ribosomal protein subunit L36, MrpL36/YmL36 (product) [Schizosaccharomyces pombe 972h-]YmL36-like mitochondrial ribosomal protein tam9 (tam9), partial mRNA
2543628 NM_001018402.2186.42 181.15 114.13 spo20 GO:0005634//nucleus;GO:0051286//cell tip;GO:0060187//cell pole;GO:0005622//intracellular;GO:0035838//growing cell tip;GO:0032153//cell division site;GO:0005628//prospore membraneGO:0008526//phosphatidylinositol transporter activity;GO:0008525//phosphatidylcholine transporter activity;GO:0005215//transporter activityGO:0048193//Golgi vesicle transport;GO:0030437//ascospore formation;GO:0015031//protein transport;GO:0031322//ascospore-type prospore-specific spindle pole body remodelingK19996;K08254NP_593003.1//sec14 cytosolic factor family Sec14 [Schizosaccharomyces pombe 972h-]sec14 cytosolic factor family Sec14 (spo20), mRNA
2539122 NM_001022935.2157.95 161.16 203.39 ump1 GO:0005634//nucleus;GO:0000502//proteasome complex;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0043248//proteasome assembly;GO:0000466//maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14861//nucleolar pre-ribosomal-associated protein 1;K11599//proteasome maturation proteinNP_587944.1//proteasome maturation factor Ump1 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome maturation factor Ump1 (ump1), mRNA
2540626 NM_001022508.2165.58 159.23 164.99 car2 GO:0005634//nucleus;GO:0005829//cytosolGO:0004587//ornithine-oxo-acid transaminase activity;GO:0030170//pyridoxal phosphate bindingGO:0006591//ornithine metabolic process;GO:0010121//arginine catabolic process to proline via ornithineK00819//ornithine--oxo-acid transaminase [EC:2.6.1.13]XP_002171771.1//ornithine aminotransferase [Schizosaccharomyces japonicus yFS275]ornithine transaminase Car2 (car2), mRNA
2542290 NM_001020030.2199.77 182.76 78.31 tif471 GO:0016020//membrane;GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0048471//perinuclear region of cytoplasm;GO:0016281//eukaryotic translation initiation factor 4F complexGO:0003723//RNA binding;GO:0003743//translation initiation factor activity;GO:0005198//structural molecule activity;GO:0005215//transporter activityGO:0002183//cytoplasmic translational initiation;GO:0042273//ribosomal large subunit biogenesisK03260//translation initiation factor 4GNP_594602.1//translation initiation factor eIF4G [Schizosaccharomyces pombe 972h-]translation initiation factor eIF4G (tif471), mRNA
2540156 NM_001021485.2182.37 170.82 326.03 pgr1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0050661//NADP binding;GO:0009055//electron transfer activity;GO:0050660//flavin adenine dinucleotide binding;GO:0004362//glutathione-disulfide reductase activityGO:0006749//glutathione metabolic process;GO:0034599//cellular response to oxidative stress;GO:1990748//cellular detoxification;GO:0036245//cellular response to menadione;GO:0010731//protein glutathionylation;GO:0045454//cell redox homeostasisK00383//glutathione reductase (NADPH) [EC:1.8.1.7]NP_595589.1//mitochondrial glutathione reductase Pgr1 [Schizosaccharomyces pombe 972h-]glutathione reductase Pgr1 (pgr1), mRNA
2541128 NM_001021277.2187.66 177.82 90.12 cct6 GO:0005634//nucleus;GO:0005832//chaperonin-containing T-complexGO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0006457//protein foldingK09498//T-complex protein 1 subunit zetaXP_002173584.1//chaperonin-containing T-complex zeta subunit Cct6 [Schizosaccharomyces japonicus yFS275]chaperonin-containing T-complex zeta subunit Cct6 (cct6), mRNA
2540388 NM_001021593.285.64 83.43 82.24 mdm34 GO:0032865//ERMES complex;GO:0031307//integral component of mitochondrial outer membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:1990456//mitochondrion-endoplasmic reticulum membrane tethering;GO:0015914//phospholipid transport;GO:0000002//mitochondrial genome maintenance;GO:0007005//mitochondrion organizationK17775 NP_595696.1//mitochondrial outer membrane protein Mdm34 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Mdm34 (mdm34), mRNA
2540849 NM_001021096.2157.04 109.67 121.39 SPBC428.11 GO:0005634//nucleus;GO:0005829//cytosolGO:0003961//O-acetylhomoserine aminocarboxypropyltransferase activity;GO:0004124//cysteine synthase activity;GO:0030170//pyridoxal phosphate bindingGO:0006535//cysteine biosynthetic process from serine;GO:0071269//L-homocysteine biosynthetic processK17069 XP_013023680.1//homocysteine synthase Met17 [Schizosaccharomyces cryophilus OY26]homocysteine synthase Met17 (SPBC428.11), mRNA
2540080 NM_001021852.3165.9 175.02 71.05 SPBC16H5.04GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0006817//phosphate ion transport;GO:0045047//protein targeting to ER;GO:0051604//protein maturation;GO:0045048//protein insertion into ER membraneNA NP_595944.2//pho88 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative pho88 family protein (SPBC16H5.04), mRNA
2541756 NM_001019707.2162.72 173.43 150.87 prr1 GO:0090575//RNA polymerase II transcription factor complex;GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000156//phosphorelay response regulator activityGO:1904788//positive regulation of induction of conjugation with cellular fusion by regulation of transcription from RNA polymerase II promoter;GO:1900406//regulation of conjugation with cellular fusion by regulation of transcription from RNA polymerase II promoter;GO:0043619//regulation of transcription from RNA polymerase II promoter in response to oxidative stress;GO:0036091//positive regulation of transcription from RNA polymerase II promoter in response to oxidative stressK15859 NP_594284.1//transcription factor Prr1 [Schizosaccharomyces pombe 972h-]transcription factor Prr1 (prr1), mRNA
2543227 NM_001020211.2155.66 140.48 66.37 rvb1 GO:0000812//Swr1 complex;GO:0070209//ASTRA complex;GO:0005829//cytosol;GO:0031011//Ino80 complexGO:0005524//ATP binding;GO:0043141//ATP-dependent 5'-3' DNA helicase activityGO:0060303//regulation of nucleosome density;GO:0006281//DNA repair;GO:0006355//regulation of transcription, DNA-templated;GO:0016569//covalent chromatin modification;GO:0043486//histone exchange;GO:0006351//transcription, DNA-templatedK04499//RuvB-like protein 1 (pontin 52)XP_013022438.1//AAA family ATPase Rvb1 [Schizosaccharomyces cryophilus OY26]AAA family ATPase Rvb1 (rvb1), mRNA
2543111 NM_001018258.2145.98 156.25 113.27 ndk1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005622//intracellularGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0004550//nucleoside diphosphate kinase activityGO:0006228//UTP biosynthetic process;GO:0006241//CTP biosynthetic process;GO:0061508//CDP phosphorylation;GO:0006974//cellular response to DNA damage stimulus;GO:0009142//nucleoside triphosphate biosynthetic process;GO:0006183//GTP biosynthetic processK00940//nucleoside-diphosphate kinase [EC:2.7.4.6]NP_592857.1//nucleoside diphosphate kinase Ndk1 [Schizosaccharomyces pombe 972h-]nucleoside diphosphate kinase Ndk1 (ndk1), mRNA
2539231 NM_001022866.280.66 68.78 55.57 SPCC1672.03cGO:0005829//cytosol;GO:0005737//cytoplasmGO:0008892//guanine deaminase activity;GO:0008270//zinc ion bindingGO:0006147//guanine catabolic process;GO:0046098//guanine metabolic processK01487//guanine deaminase [EC:3.5.4.3]NP_587874.1//guanine deaminase (predicted) [Schizosaccharomyces pombe 972h-]putative guanine deaminase (SPCC1672.03c), mRNA
2541615 NM_001020045.2214.55 207.36 680.71 SPAC27D7.11cGO:0005737//cytoplasmNA NA K01183//chitinase [EC:3.2.1.14]NP_594617.1//But2 family protein [Schizosaccharomyces pombe 972h-]But2 family protein (SPAC27D7.11c), mRNA
2540880 NM_001355823.1173.16 164.97 45.34 cdc13 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0072687//meiotic spindle;GO:1990023//mitotic spindle midzone;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0034399//nuclear periphery;GO:0005730//nucleolusGO:0061575//cyclin-dependent protein serine/threonine kinase activator activityGO:1900182//positive regulation of protein localization to nucleus;GO:0007165//signal transduction;GO:0051447//negative regulation of meiotic cell cycle;GO:1905168//positive regulation of double-strand break repair via homologous recombination;GO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0051301//cell division;GO:0075297//negative regulation of ascospore formation;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0098783//correction of merotelic kinetochore attachment, mitoticK02220 NP_595171.1//G2/M B-type cyclin Cdc13 [Schizosaccharomyces pombe 972h-]G2/M B-type cyclin Cdc13 (cdc13), mRNA
2540216 NM_001021539.2134.42 134.15 183.85 SPBC83.13 GO:0042645//mitochondrial nucleoid;GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0003677//DNA binding;GO:0005371//tricarboxylate secondary active transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0006843//mitochondrial citrate transport;GO:0000002//mitochondrial genome maintenance;GO:1990546//mitochondrial tricarboxylic acid transmembrane transport;GO:0015742//alpha-ketoglutarate transport;GO:0006839//mitochondrial transportK15100//solute carrier family 25 (mitochondrial citrate transporter), member 1BAA13774.1//unnamed protein product, partial [Schizosaccharomyces pombe]putative tricarboxylic acid transporter (SPBC83.13), mRNA
2542636 NM_001018851.2179.47 139.24 67.41 nop10 GO:0005730//nucleolus;GO:0072589//box H/ACA scaRNP complex;GO:0030529//intracellular ribonucleoprotein complex;GO:0019013//viral nucleocapsid;GO:0090661//box H/ACA telomerase RNP complex;GO:0031429//box H/ACA snoRNP complexGO:0030515//snoRNA binding;GO:0034513//box H/ACA snoRNA binding;GO:0070034//telomerase RNA binding;GO:0019843//rRNA bindingGO:0031120//snRNA pseudouridine synthesis;GO:1904874//positive regulation of telomerase RNA localization to Cajal body;GO:0042254//ribosome biogenesis;GO:0007004//telomere maintenance via telomerase;GO:0031118//rRNA pseudouridine synthesis;GO:0001522//pseudouridine synthesis;GO:0006364//rRNA processingK11130//H/ACA ribonucleoprotein complex subunit 3NP_593418.1//snoRNP pseudouridylase box H/ACA snoRNP complex protein (predicted) [Schizosaccharomyces pombe 972h-]putative snoRNP complex protein (nop10), mRNA
2540290 NM_001021734.2156.21 149.86 137.48 his7 GO:0005634//nucleus;GO:0005829//cytosolGO:0004636//phosphoribosyl-ATP diphosphatase activity;GO:0005524//ATP binding;GO:0008270//zinc ion binding;GO:0051287//NAD binding;GO:0004399//histidinol dehydrogenase activity;GO:0004635//phosphoribosyl-AMP cyclohydrolase activityGO:0000105//histidine biosynthetic processK14152//phosphoribosyl-ATP pyrophosphohydrolase / phosphoribosyl-AMP cyclohydrolase / histidinol dehydrogenase [EC:3.6.1.31 3.5.4.19 1.1.1.23];K11755NP_595830.1//phosphoribosyl-AMP cyclohydrolase/phosphoribosyl-ATP pyrophosphohydrolase His7 [Schizosaccharomyces pombe 972h-]phosphoribosyl-AMP cyclohydrolase/phosphoribosyl-ATP pyrophosphohydrolase His7 (his7), mRNA
2543548 NM_001018887.2167.95 139.09 157.44 rlp7 GO:0005840//ribosome;GO:0000172//ribonuclease MRP complex;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0022625//cytosolic large ribosomal subunit;GO:0030687//preribosome, large subunit precursorGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:1905267//endonucleolytic cleavage involved in tRNA processing;GO:0002181//cytoplasmic translation;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0042273//ribosomal large subunit biogenesisK02937//large subunit ribosomal protein L7eNP_593454.1//ribosome biogenesis protein rlp7 [Schizosaccharomyces pombe 972h-]ribosome biogenesis protein rlp7 (rlp7), mRNA
2540599 NM_001021742.2128.32 141.94 111.55 atp14 GO:0000276//mitochondrial proton-transporting ATP synthase complex, coupling factor F(o);GO:0005739//mitochondrionNA GO:0015986//ATP synthesis coupled proton transport;GO:0033615//mitochondrial proton-transporting ATP synthase complex assembly;GO:0099132//ATP hydrolysis coupled cation transmembrane transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK02141 NP_595838.1//F1-ATPase subunit H (predicted) [Schizosaccharomyces pombe 972h-]putative F1-ATPase subunit H (atp14), mRNA
2540278 NM_001021709.299.87 87.3 36.28 SPBC1A4.04 GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_595806.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1A4.04), mRNA
2543114 NM_001019025.2162.58 153.12 117.63 rpn9 GO:0005634//nucleus;GO:0008541//proteasome regulatory particle, lid subcomplex;GO:0005829//cytosol;GO:0034515//proteasome storage granuleGO:0005198//structural molecule activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043248//proteasome assembly;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK03039//26S proteasome regulatory subunit N9NP_593594.1//19S proteasome regulatory subunit Rpn9 [Schizosaccharomyces pombe 972h-]19S proteasome regulatory subunit Rpn9 (rpn9), mRNA
2542961 NM_001018664.2119.28 127.66 116.3 mug134 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004864//protein phosphatase inhibitor activity;GO:0004865//protein serine/threonine phosphatase inhibitor activityGO:0035556//intracellular signal transduction;GO:1905287//positive regulation of G2/M transition of mitotic cell cycle involved in cellular response to nitrogen starvationK02321//DNA polymerase alpha subunit BNP_593267.1//mRNA stability protein Igo1 (predicted) [Schizosaccharomyces pombe 972h-]putative mRNA stability protein Igo1 (mug134), partial mRNA

14217369 NM_001355899.1231.42 224.85 572.43 SPCPB16A4.07NA NA NA NA XP_004001746.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCPB16A4.07), mRNA
2538699 NM_001022892.2175.3 173.5 82.2 sec231 GO:0030127//COPII vesicle coatGO:0008270//zinc ion bindingGO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK14006//protein transport protein SEC23XP_013025230.1//GTPase activating protein Sec23a [Schizosaccharomyces cryophilus OY26]putative COPII cargo receptor subunit Sec23a (sec231), mRNA
2543181 NM_001019363.2170.63 168.28 99.64 grs1 GO:0005829//cytosol;GO:0005739//mitochondrionGO:0004820//glycine-tRNA ligase activity;GO:0005524//ATP bindingGO:0006426//glycyl-tRNA aminoacylationK01880//glycyl-tRNA synthetase [EC:6.1.1.14]XP_013021490.1//cytoplasmic glycine-tRNA ligase Grs1 [Schizosaccharomyces cryophilus OY26]putative glycine--tRNA (Gly) ligase Grs1 (grs1), mRNA
2539537 NM_001023544.2127.57 127.74 88.07 pal1 GO:0005634//nucleus;GO:0051286//cell tip;GO:0031097//medial cortex;GO:0032153//cell division site;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0030427//site of polarized growth;GO:0005886//plasma membraneNA GO:0008360//regulation of cell shape;GO:0071852//fungal-type cell wall organization or biogenesisNA NP_588557.1//membrane associated protein Pal1 [Schizosaccharomyces pombe 972h-]protein Pal1 (pal1), mRNA
2539266 NM_001023114.2182.89 193.43 103.33 SPCC23B6.01cGO:0005634//nucleus;GO:0005829//cytosolGO:0008142//oxysterol bindingGO:0006869//lipid transport;GO:0006696//ergosterol biosynthetic processK22285//oxysterol-binding protein-related protein 8NP_588124.2//oxysterol binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative oxysterol binding protein (SPCC23B6.01c), mRNA
2543106 NM_001019614.2162.35 154.33 63.24 SPAC3A11.13GO:0016272//prefoldin complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0051082//unfolded protein binding;GO:0051087//chaperone bindingGO:0006457//protein folding;GO:0051131//chaperone-mediated protein complex assembly;GO:0007021//tubulin complex assemblyK04798//prefoldin beta subunitNP_594190.1//prefoldin subunit 6 (predicted) [Schizosaccharomyces pombe 972h-]putative prefoldin subunit 6 (SPAC3A11.13), mRNA
2543374 NM_001018956.240.91 49.82 132 SPAPB1A10.08GO:0005829//cytosol;GO:0032153//cell division siteNA NA NA NP_593522.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB1A10.08), mRNA
2542993 NM_001018621.2112.38 82.06 94.63 met9 GO:0005829//cytosol;GO:0005739//mitochondrionGO:0004489//methylenetetrahydrofolate reductase (NAD(P)H) activityGO:0006730//one-carbon metabolic process;GO:0035999//tetrahydrofolate interconversion;GO:0009086//methionine biosynthetic processK00297//methylenetetrahydrofolate reductase (NADPH) [EC:1.5.1.20]NP_593224.1//methylenetetrahydrofolate reductase Met9 [Schizosaccharomyces pombe 972h-]methylenetetrahydrofolate reductase Met9 (met9), mRNA
2540435 NM_001021983.2108.35 93.68 64.92 SPBC25B2.03GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005737//cytoplasmGO:0061659//ubiquitin-like protein ligase activity;GO:0003676//nucleic acid bindingNA NA NP_596071.1//zf-C3HC4 type zinc finger [Schizosaccharomyces pombe 972h-]zf-C3HC4 type zinc finger (SPBC25B2.03), mRNA
2542163 NM_001020296.2159.7 163.21 101.08 SPAC29A4.15GO:0010494//cytoplasmic stress granule;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004828//serine-tRNA ligase activity;GO:0005524//ATP bindingGO:0097056//selenocysteinyl-tRNA(Sec) biosynthetic process;GO:0002181//cytoplasmic translation;GO:0006434//seryl-tRNA aminoacylationK01875//seryl-tRNA synthetase [EC:6.1.1.11]NP_594867.1//cytoplasmic serine-tRNA ligase Srs1 (predicted) [Schizosaccharomyces pombe 972h-]putative serine--tRNA (Ser) ligase Srs1 (SPAC29A4.15), mRNA
2543236 NM_001019698.2171.79 175.7 160.07 SPAC8C9.04 GO:0071944//cell periphery;GO:0005886//plasma membrane;GO:0032153//cell division siteNA GO:0051321//meiotic cell cycleK19851 NP_594275.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC8C9.04), mRNA

NR_150059.1 NR_150059.1 112.61 111.74 223.23 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.120), miscRNA
2541364 NM_001022439.2154.15 145.33 124.81 nxt3 GO:0010494//cytoplasmic stress granule;GO:0030529//intracellular ribonucleoprotein complex;GO:0005829//cytosol;GO:1990861//Ubp3-Bre5 deubiquitination complex;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0003729//mRNA binding;GO:0008233//peptidase activity;GO:1905538//polysome bindingGO:0006810//transport;GO:0034517//ribophagy;GO:0016579//protein deubiquitination;GO:0060628//regulation of ER to Golgi vesicle-mediated transport;GO:0051028//mRNA transportK19718;K14328//regulator of nonsense transcripts 3NP_596518.1//ubiquitin protease cofactor Glp1 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin protease cofactor Glp1 (nxt3), mRNA
2539950 NM_001023837.2172.75 172.51 148.05 SPBC1539.03cGO:0005829//cytosol;GO:0005737//cytoplasmGO:0004056//argininosuccinate lyase activityGO:0042450//arginine biosynthetic process via ornithine;GO:0006526//arginine biosynthetic process;GO:0000050//urea cycleK01755//argininosuccinate lyase [EC:4.3.2.1]XP_013022398.1//argininosuccinate lyase [Schizosaccharomyces cryophilus OY26]putative argininosuccinate lyase (SPBC1539.03c), mRNA
2542660 NM_001019628.2291.72 271.93 613.31 tps1 GO:0005829//cytosol;GO:0005946//alpha,alpha-trehalose-phosphate synthase complex (UDP-forming)GO:0003825//alpha,alpha-trehalose-phosphate synthase (UDP-forming) activityGO:0071465//cellular response to desiccation;GO:0030437//ascospore formation;GO:0090441//trehalose biosynthesis in response to heat stress;GO:0034599//cellular response to oxidative stressK00697 XP_013022611.1//alpha,alpha-trehalose-phosphate synthase [Schizosaccharomyces cryophilus OY26]alpha,alpha-trehalose-phosphate synthase (UDP-forming) (tps1), mRNA
2539377 NM_001023045.2137.83 143.05 63.94 psy1 GO:0051286//cell tip;GO:0070057//prospore membrane spindle pole body attachment site;GO:0044853//plasma membrane raft;GO:0070056//prospore membrane leading edge;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005768//endosome;GO:0005794//Golgi apparatus;GO:0031201//SNARE complex;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005628//prospore membraneGO:0000149//SNARE binding;GO:0005484//SNAP receptor activityGO:0030437//ascospore formation;GO:0016192//vesicle-mediated transport;GO:0006886//intracellular protein transport;GO:0006906//vesicle fusion;GO:0032120//ascospore-type prospore membrane assembly;GO:0048278//vesicle docking;GO:0006887//exocytosis;GO:0099097//prospore membrane biogenesisK08486//syntaxin 1B/2/3NP_588053.1//SNARE Psy1 [Schizosaccharomyces pombe 972h-]SNARE Psy1 (psy1), mRNA
3361518 NM_001355977.1166.83 155.22 79.75 SPAC13C5.01cGO:0019773//proteasome core complex, alpha-subunit complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0034515//proteasome storage granuleGO:0004298//threonine-type endopeptidase activityGO:0030010//establishment of cell polarity;GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0080129//proteasome core complex assembly;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0010499//proteasomal ubiquitin-independent protein catabolic processK02728//20S proteasome subunit alpha 3 [EC:3.4.25.1]XP_001713040.1//20S proteasome component alpha 3 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome core particle subunit alpha 3 (SPAC13C5.01c), mRNA
2541752 NM_001018832.2204.75 250.15 57.96 gln1 GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004356//glutamate-ammonia ligase activity;GO:0005524//ATP bindingGO:0006542//glutamine biosynthetic process;GO:0019676//ammonia assimilation cycleK01915//glutamine synthetase [EC:6.3.1.2]NP_593400.1//glutamate-ammonia ligase Gln1 [Schizosaccharomyces pombe 972h-]glutamate-ammonia ligase Gln1 (gln1), mRNA
2542401 NM_001356124.1155 162.96 118.96 SPAC1142.02cGO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0072380//TRC complexGO:0032947//protein complex scaffold activityGO:0006620//posttranslational protein targeting to endoplasmic reticulum membrane;GO:0009408//response to heat;GO:0016192//vesicle-mediated transportK16365//small glutamine-rich tetratricopeptide repeat-containing protein alphaXP_001713087.1//TPR repeat protein, SGT2 family (predicted) [Schizosaccharomyces pombe 972h-]putative SGT2 family TPR repeat-containing protein (SPAC1142.02c), mRNA
2541894 NM_001019820.2169.54 175.53 100.73 idh1 GO:0005962//mitochondrial isocitrate dehydrogenase complex (NAD+);GO:0005759//mitochondrial matrix;GO:0042645//mitochondrial nucleoid;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0003723//RNA binding;GO:0004449//isocitrate dehydrogenase (NAD+) activity;GO:0051287//NAD bindingGO:0006099//tricarboxylic acid cycle;GO:0006102//isocitrate metabolic processK00030//isocitrate dehydrogenase (NAD+) [EC:1.1.1.41]NP_594397.1//isocitrate dehydrogenase (NAD+) subunit 1 Idh1 [Schizosaccharomyces pombe 972h-]isocitrate dehydrogenase (NAD+) subunit 1 Idh1 (idh1), mRNA
2542104 NM_001020448.265.87 132.89 208.08 SPAC869.02cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellular;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0020037//heme binding;GO:0050660//flavin adenine dinucleotide binding;GO:0051213//dioxygenase activity;GO:0016491//oxidoreductase activity;GO:0008941//nitric oxide dioxygenase activity;GO:0071949//FAD bindingGO:0071500//cellular response to nitrosative stress;GO:0046210//nitric oxide catabolic process;GO:0070458//cellular detoxification of nitrogen compoundK05916 NP_595017.1//nitric oxide dioxygenase (predicted) [Schizosaccharomyces pombe 972h-]putative nitric oxide dioxygenase (SPAC869.02c), mRNA
2540506 NM_001021457.3167.96 158.41 104.33 tom40 GO:0005742//mitochondrial outer membrane translocase complex;GO:0046930//pore complex;GO:0005739//mitochondrionGO:0015266//protein channel activity;GO:0015288//porin activity;GO:0015450//P-P-bond-hydrolysis-driven protein transmembrane transporter activityGO:0006811//ion transport;GO:0030150//protein import into mitochondrial matrix;GO:0045039//protein import into mitochondrial inner membraneK11518//mitochondrial import receptor subunit TOM40NP_595546.2//mitochondrial TOM complex subunit Tom40 (predicted) [Schizosaccharomyces pombe 972h-]putative TOM complex subunit Tom40 (tom40), mRNA
2539086 NM_001023053.2167.25 169.41 129.78 cox9 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005746//mitochondrial respiratory chain;GO:0005751//mitochondrial respiratory chain complex IVGO:0004129//cytochrome-c oxidase activityGO:0022904//respiratory electron transport chain;GO:0006123//mitochondrial electron transport, cytochrome c to oxygen;GO:0009060//aerobic respirationK02269 NP_588061.1//cytochrome c oxidase subunit VIIa (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c oxidase subunit VIIa (cox9), mRNA
2538784 NM_001022987.2152.39 141.27 78.72 tim23 GO:0005744//mitochondrial inner membrane presequence translocase complex;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneGO:0015266//protein channel activity;GO:0015450//P-P-bond-hydrolysis-driven protein transmembrane transporter activityGO:0006886//intracellular protein transport;GO:0030150//protein import into mitochondrial matrixK17794//mitochondrial import inner membrane translocase subunit TIM23NP_587996.1//TIM23 translocase complex subunit Tim23 (predicted) [Schizosaccharomyces pombe 972h-]putative TIM23 translocase complex subunit Tim23 (tim23), mRNA
2541037 NM_001021132.2164.13 158.59 92.53 sec61 GO:0005783//endoplasmic reticulum;GO:0005784//Sec61 translocon complex;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0043022//ribosome bindingGO:0006616//SRP-dependent cotranslational protein targeting to membrane, translocation;GO:0006620//posttranslational protein targeting to endoplasmic reticulum membrane;GO:0015031//protein transportK10956//protein transport protein SEC61 subunit alphaNP_595226.1//translocon alpha subunit Sec61 [Schizosaccharomyces pombe 972h-]translocon alpha subunit Sec61 (sec61), mRNA
2541595 NM_001018710.2105.29 117.33 84.18 SPAC1565.01GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0005096//GTPase activator activityGO:0043087//regulation of GTPase activity;GO:0007165//signal transductionK18470//Rho GTPase-activating protein 1NP_593281.1//Rho-type GTPase activating protein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1565.01), mRNA
2541790 NM_001018566.299.74 91.55 29.13 oac1 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:1901239//malonate(1-) transmembrane transporter activity;GO:0034658//isopropylmalate transmembrane transporter activity;GO:0015116//sulfate transmembrane transporter activity;GO:0015131//oxaloacetate transmembrane transporter activity;GO:0015117//thiosulfate transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:1990555//mitochondrial oxaloacetate transmembrane transport;GO:1990557//mitochondrial sulfate transmembrane transport;GO:1990556//mitochondrial isopropylmalate transmembrane transport;GO:0006839//mitochondrial transportK15117//solute carrier family 25, member 34/35NP_593169.1//mitochondrial anion transporter (predicted) [Schizosaccharomyces pombe 972h-]putative anion transporter (oac1), mRNA
9407226 NM_001356067.1138.73 148.82 251.92 atp19 GO:0000276//mitochondrial proton-transporting ATP synthase complex, coupling factor F(o);GO:0016021//integral component of membraneNA GO:0015986//ATP synthesis coupled proton transport;GO:0099132//ATP hydrolysis coupled cation transmembrane transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK02143 XP_002742508.1//F0-ATPase subunit K (predicted) [Schizosaccharomyces pombe 972h-]putative F0-ATPase subunit K (atp19), mRNA
2542079 NM_001019737.295.55 85.74 20.62 lys1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0031177//phosphopantetheine binding;GO:0004043//L-aminoadipate-semialdehyde dehydrogenase activityGO:0009085//lysine biosynthetic process;GO:0019878//lysine biosynthetic process via aminoadipic acidK00143 NP_594314.1//aminoadipate-semialdehyde dehydrogenase [Schizosaccharomyces pombe 972h-]aminoadipate-semialdehyde dehydrogenase (lys1), mRNA
2541754 NM_001019411.2161.99 160.81 30.5 cao1 GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0042764//ascospore-type prosporeGO:0052594//aminoacetone:oxygen oxidoreductase(deaminating) activity;GO:0008131//primary amine oxidase activity;GO:0005507//copper ion binding;GO:0048038//quinone binding;GO:0052596//phenethylamine:oxygen oxidoreductase (deaminating) activity;GO:0052595//aliphatic-amine oxidase activity;GO:0052593//tryptamine:oxygen oxidoreductase (deaminating) activityGO:0006878//cellular copper ion homeostasis;GO:1990748//cellular detoxification;GO:0009308//amine metabolic process;GO:0009310//amine catabolic processK00276//primary-amine oxidase [EC:1.4.3.21]NP_593985.1//copper amine oxidase Cao1 [Schizosaccharomyces pombe 972h-]Cu(2+) amine oxidase Cao1 (cao1), mRNA
2539434 NM_001022679.2145.95 135.51 57.85 rnc1 GO:0005829//cytosolGO:0003729//mRNA binding;GO:0035925//mRNA 3'-UTR AU-rich region bindingGO:0070935//3'-UTR-mediated mRNA stabilization;GO:1903138//negative regulation of MAPK cascade involved in cell wall organization or biogenesisK18738 NP_587684.1//RNA-binding protein [Schizosaccharomyces pombe 972h-]RNA-binding protein (rnc1), partial mRNA
2542867 NM_001018870.2119.66 108.78 18.74 lys2 GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0004409//homoaconitate hydratase activity;GO:0051539//4 iron, 4 sulfur cluster bindingGO:0006536//glutamate metabolic process;GO:0009085//lysine biosynthetic process;GO:0019878//lysine biosynthetic process via aminoadipic acidK01705 NP_593437.1//homoaconitate hydratase Lys2 [Schizosaccharomyces pombe 972h-]homoaconitate hydratase Lys2 (lys2), partial mRNA
2540578 NM_001022569.2129.03 129.45 61.18 grx4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0015035//protein disulfide oxidoreductase activity;GO:0009055//electron transfer activity;GO:0046872//metal ion binding;GO:0015038//glutathione disulfide oxidoreductase activity;GO:0051537//2 iron, 2 sulfur cluster bindingGO:0051220//cytoplasmic sequestering of protein;GO:0006879//cellular iron ion homeostasis;GO:1903026//negative regulation of RNA polymerase II regulatory region sequence-specific DNA binding;GO:0034599//cellular response to oxidative stress;GO:1990748//cellular detoxification;GO:0045454//cell redox homeostasisK07390//monothiol glutaredoxinNP_596647.1//glutaredoxin Grx4 [Schizosaccharomyces pombe 972h-]glutaredoxin Grx4 (grx4), mRNA
2540074 NM_001021191.2106.26 173.74 2793.59 SPBC119.03 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0008171//O-methyltransferase activity;GO:0016206//catechol O-methyltransferase activity;GO:0102938//orcinol O-methyltransferase activity;GO:0102084//L-dopa O-methyltransferase activityGO:0006584//catecholamine metabolic processK00545//catechol O-methyltransferase [EC:2.1.1.6]NP_595284.1//catechol O-methyltransferase 1 [Schizosaccharomyces pombe 972h-]catechol O-methyltransferase 1 (SPBC119.03), mRNA
2539870 NM_001021360.2135.03 137.67 43.11 tif452 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016281//eukaryotic translation initiation factor 4F complexGO:0003743//translation initiation factor activity;GO:0000339//RNA cap bindingGO:0000184//nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0002183//cytoplasmic translational initiation;GO:0006417//regulation of translationK03259//translation initiation factor 4ENP_595451.1//translation initiation factor eIF4E 4F complex subunit [Schizosaccharomyces pombe 972h-]translation initiation factor eIF4E 4F complex subunit (tif452), mRNA
2540632 NM_001021565.2144.26 150.94 88.09 toa1 GO:0005672//transcription factor TFIIA complex;GO:0005634//nucleus;GO:0005829//cytosolGO:0000991//transcription factor activity, core RNA polymerase II bindingGO:0006367//transcription initiation from RNA polymerase II promoter;GO:0006366//transcription from RNA polymerase II promoterK03122//transcription initiation factor TFIIA large subunitNP_595670.1//transcription factor TFIIA complex large subunit Toa1 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor TFIIA complex large subunit Toa1 (toa1), mRNA
2543280 NM_001020009.2153.75 146.65 51.07 ypt2 GO:0005768//endosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0035974//meiotic spindle pole body;GO:0005886//plasma membrane;GO:0005628//prospore membraneGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0072659//protein localization to plasma membrane;GO:0006904//vesicle docking involved in exocytosis;GO:0006893//Golgi to plasma membrane transport;GO:0006886//intracellular protein transport;GO:0009306//protein secretion;GO:0017157//regulation of exocytosis;GO:0006906//vesicle fusion;GO:0006887//exocytosisK07901//Ras-related protein Rab-8ANP_594580.1//GTPase Ypt2 [Schizosaccharomyces pombe 972h-]GTPase Ypt2 (ypt2), mRNA
2540762 NM_001021751.2120.98 109.54 29.26 SPBC18E5.01GO:0005634//nucleus;GO:0005829//cytosolGO:0017057//6-phosphogluconolactonase activity;GO:0016853//isomerase activity;GO:0003824//catalytic activityNA K07942//ADP-ribosylation factor-like protein 1NP_595847.1//cycloisomerase 2 family [Schizosaccharomyces pombe 972h-]cycloisomerase 2 family (SPBC18E5.01), mRNA
2540381 NM_001022467.2183.4 182.43 152.17 suc22 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005971//ribonucleoside-diphosphate reductase complex;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0051063//CDP reductase activity;GO:0008270//zinc ion binding;GO:0046982//protein heterodimerization activity;GO:0008198//ferrous iron bindingGO:0006240//dCDP biosynthetic process;GO:0042278//purine nucleoside metabolic process;GO:0009216//purine deoxyribonucleoside triphosphate biosynthetic process;GO:0006260//DNA replication;GO:0006213//pyrimidine nucleoside metabolic process;GO:0009212//pyrimidine deoxyribonucleoside triphosphate biosynthetic process;GO:0046704//CDP metabolic processK10808//ribonucleoside-diphosphate reductase subunit M2 [EC:1.17.4.1]NP_596546.1//ribonucleotide reductase small subunit Suc22 [Schizosaccharomyces pombe 972h-]ribonucleotide reductase small subunit Suc22 (suc22), mRNA
2540800 NM_001021380.2166.79 160.05 75.21 psh3 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0051082//unfolded protein bindingGO:0006865//amino acid transport;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0015031//protein transport;GO:0016192//vesicle-mediated transportNA NP_595470.1//secretory component protein [Schizosaccharomyces pombe 972h-]secretory component protein (psh3), mRNA
2539315 NM_001023400.299.17 94.92 33.43 SPCC1739.01GO:0015934//large ribosomal subunit;GO:0005762//mitochondrial large ribosomal subunit;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK14404//cleavage and polyadenylation specificity factor subunit 4NP_588409.2//zf-CCCH type zinc finger protein [Schizosaccharomyces pombe 972h-]zf-CCCH type zinc finger protein (SPCC1739.01), mRNA
2539692 NM_001021814.2129.59 131.8 54.34 fma2 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004177//aminopeptidase activity;GO:0070006//metalloaminopeptidase activity;GO:0008235//metalloexopeptidase activityGO:0006508//proteolysis;GO:0035551//protein initiator methionine removal involved in protein maturationK01265//methionyl aminopeptidase [EC:3.4.11.18]NP_595906.1//methionine aminopeptidase Fma2 (predicted) [Schizosaccharomyces pombe 972h-]putative methionine aminopeptidase Fma2 (fma2), mRNA
2539691 NM_001021858.2157.11 155.1 96.21 cct1 GO:0005634//nucleus;GO:0005832//chaperonin-containing T-complexGO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0006457//protein foldingK09493//T-complex protein 1 subunit alphaXP_002171884.1//chaperonin-containing T-complex alpha subunit Cct1 [Schizosaccharomyces japonicus yFS275]chaperonin-containing T-complex alpha subunit Cct1 (cct1), mRNA
2543340 NM_001020049.2187.04 279.18 1114.68 SPAC637.03 GO:0016021//integral component of membraneNA NA NA NP_594621.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC637.03), mRNA
2541026 NM_001021317.2190.6 177.03 88.47 erg28 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0030674//protein binding, bridgingGO:0006696//ergosterol biosynthetic processNA NP_595410.1//Erg28 protein (predicted) [Schizosaccharomyces pombe 972h-]putative Erg28 protein (erg28), mRNA
2542255 NM_001018805.2123.17 123.7 286.02 pzh1 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004724//magnesium-dependent protein serine/threonine phosphatase activity;GO:0048037//cofactor binding;GO:0004722//protein serine/threonine phosphatase activity;GO:0016791//phosphatase activityGO:0007165//signal transductionK06269//serine/threonine-protein phosphatase PP1 catalytic subunit [EC:3.1.3.16]NP_593373.1//serine/threonine protein phosphatase Pzh1 [Schizosaccharomyces pombe 972h-]serine/threonine protein phosphatase Pzh1 (pzh1), mRNA
2542027 NM_001019070.1106.65 120.87 208.3 php3 GO:0005634//nucleus;GO:0016602//CCAAT-binding factor complex;GO:0000790//nuclear chromatinGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0046982//protein heterodimerization activity;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006355//regulation of transcription, DNA-templated;GO:1900402//regulation of carbohydrate metabolic process by regulation of transcription from RNA polymerase II promoterK08065//nuclear transcription Y subunit betaNP_593639.1//CCAAT-binding factor complex subunit Php3 [Schizosaccharomyces pombe 972h-]CCAAT-binding factor complex subunit Php3 (php3), partial mRNA
2540775 NM_001021888.2136.79 129.67 81.89 nup44 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0044613//nuclear pore central transport channelGO:0005487//nucleocytoplasmic transporter activity;GO:0017056//structural constituent of nuclear poreGO:0036228//protein localization to nuclear inner membrane;GO:0006607//NLS-bearing protein import into nucleus;GO:0006407//rRNA export from nucleus;GO:0006999//nuclear pore organizationK14308//nuclear pore complex protein Nup54NP_595981.1//nucleoporin Nup44 [Schizosaccharomyces pombe 972h-]nucleoporin Nup44 (nup44), mRNA
2540946 NM_001021240.2148.84 153.29 115.42 cys11 GO:0005739//mitochondrionGO:0004124//cysteine synthase activity;GO:0030170//pyridoxal phosphate bindingGO:0006535//cysteine biosynthetic process from serineK01738//cysteine synthase A [EC:2.5.1.47]XP_013017525.1//cysteine synthase [Schizosaccharomyces octosporus yFS286]cysteine synthase (cys11), mRNA
2539018 NM_001023145.2185.54 247.41 2102.92 pbi2 GO:0005634//nucleus;GO:0000324//fungal-type vacuole;GO:0005829//cytosolGO:0004866//endopeptidase inhibitor activityGO:0007039//protein catabolic process in the vacuole;GO:0042144//vacuole fusion, non-autophagicNA NP_588156.1//proteinase B inhibitor Pbi2 (predicted) [Schizosaccharomyces pombe 972h-]putative proteinase B inhibitor Pbi2 (pbi2), mRNA
2538911 NM_001023317.2107.4 90.34 52.84 pps1 GO:0005783//endoplasmic reticulum;GO:0005741//mitochondrial outer membrane;GO:0005737//cytoplasm;GO:0005829//cytosol;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0030659//cytoplasmic vesicle membraneGO:0003882//CDP-diacylglycerol-serine O-phosphatidyltransferase activityGO:0006646//phosphatidylethanolamine biosynthetic process;GO:0006659//phosphatidylserine biosynthetic process;GO:0010512//negative regulation of phosphatidylinositol biosynthetic process;GO:0070317//negative regulation of G0 to G1 transition;GO:0071852//fungal-type cell wall organization or biogenesis;GO:0016024//CDP-diacylglycerol biosynthetic processK17103 NP_588326.2//phosphatidylserine synthase Pps1 [Schizosaccharomyces pombe 972h-]phosphatidylserine synthase Pps1 (pps1), mRNA
2540964 NM_001021955.282.55 67.25 27.13 SPBC365.16 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneNA NA NA NP_596045.1//conserved protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC365.16), mRNA
2543418 NM_001356087.1139.93 136.81 54.19 SPAC8F11.08cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016787//hydrolase activityGO:0008152//metabolic process;GO:0051321//meiotic cell cycleNA NP_593957.1//esterase/lipase (predicted) [Schizosaccharomyces pombe 972h-]putative esterase/lipase (SPAC8F11.08c), mRNA
2538888 NM_001023134.2163.59 177.06 111.57 phb2 GO:1990429//peroxisomal importomer complex;GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membraneNA GO:0006457//protein folding;GO:0000001//mitochondrion inheritance;GO:0001302//replicative cell aging;GO:0045861//negative regulation of proteolysisK17081//prohibitin 2NP_588144.2//prohibitin Phb2 (predicted) [Schizosaccharomyces pombe 972h-]putative prohibitin Phb2 (phb2), mRNA
2540508 NM_001022515.2163.93 155.91 73.52 SPBC21C3.15cGO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0016491//oxidoreductase activity;GO:0004029//aldehyde dehydrogenase (NAD) activityNA K00129//aldehyde dehydrogenase (NAD(P)+) [EC:1.2.1.5];K00128//aldehyde dehydrogenase (NAD+) [EC:1.2.1.3];K00135NP_596595.1//aldehyde dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative aldehyde dehydrogenase (SPBC21C3.15c), partial mRNA
2541170 NM_001022252.2125.59 128.97 44.89 kgd2 GO:0009353//mitochondrial oxoglutarate dehydrogenase complex;GO:0042645//mitochondrial nucleoid;GO:0005739//mitochondrionGO:0004149//dihydrolipoyllysine-residue succinyltransferase activityGO:0006099//tricarboxylic acid cycle;GO:0033512//L-lysine catabolic process to acetyl-CoA via saccharopine;GO:0000002//mitochondrial genome maintenance;GO:0006103//2-oxoglutarate metabolic processK00658//2-oxoglutarate dehydrogenase E2 component (dihydrolipoamide succinyltransferase) [EC:2.3.1.61]NP_596331.1//dihydrolipoyllysine-residue succinyltransferase [Schizosaccharomyces pombe 972h-]dihydrolipoyllysine-residue succinyltransferase (kgd2), mRNA
2539818 NM_001022318.2133.29 134.52 81.35 srp1 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003723//RNA bindingGO:0045292//mRNA cis splicing, via spliceosomeK12735//peptidyl-prolyl cis-trans isomerase-like 4 [EC:5.2.1.8];K12881//THO complex subunit 4;K12842//U2-associated protein SR140NP_596398.1//pre-mRNA-splicing factor srp1 [Schizosaccharomyces pombe 972h-]pre-mRNA-splicing factor srp1 (srp1), mRNA
2540396 NM_001022495.3143.55 145.88 111.32 SPBC31F10.12GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunit;GO:0005737//cytoplasmGO:0003723//RNA bindingGO:0042254//ribosome biogenesis;GO:0002188//translation reinitiation;GO:0001731//formation of translation preinitiation complexK07575//PUA domain proteinNP_596574.2//RNA-binding protein Tma20 (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein Tma20 (SPBC31F10.12), mRNA
2539269 NM_001022868.2166.31 153.88 60.46 yrs1 GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004831//tyrosine-tRNA ligase activityGO:0002181//cytoplasmic translation;GO:0006437//tyrosyl-tRNA aminoacylationK01866//tyrosyl-tRNA synthetase [EC:6.1.1.1]NP_587876.1//cytoplasmic tyrosine-tRNA ligase Yrs1 (predicted) [Schizosaccharomyces pombe 972h-]putative tyrosine--tRNA (Tyr) ligase Yrs1 (yrs1), mRNA
2543679 NM_001020440.2198.43 221.49 4.77 put4 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015193//L-proline transmembrane transporter activityGO:0035524//proline transmembrane transport;GO:0015812//gamma-aminobutyric acid transportK16261 NP_595009.1//proline specific plasma membrane permease Put4 (predicted) [Schizosaccharomyces pombe 972h-]putative proline specific plasma membrane permease Put4 (put4), mRNA
2540718 NM_001021661.2135.84 136.24 58.56 hhp1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004713//protein tyrosine kinase activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0010845//positive regulation of reciprocal meiotic recombination;GO:0030999//linear element assembly;GO:0018105//peptidyl-serine phosphorylation;GO:0006281//DNA repair;GO:0045143//homologous chromosome segregation;GO:0006897//endocytosis;GO:0008360//regulation of cell shape;GO:0006282//regulation of DNA repairK14758 NP_595760.1//serine/threonine protein kinase Hhp1 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Hhp1 (hhp1), mRNA
2538922 NM_001022911.2139.72 145.47 77.36 SPCC16C4.10GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0017057//6-phosphogluconolactonase activityGO:0006098//pentose-phosphate shunt;GO:0005975//carbohydrate metabolic process;GO:0009051//pentose-phosphate shunt, oxidative branchK01057//6-phosphogluconolactonase [EC:3.1.1.31]NP_587920.1//6-phosphogluconolactonase (predicted) [Schizosaccharomyces pombe 972h-]putative 6-phosphogluconolactonase (SPCC16C4.10), mRNA
2542661 NM_001020286.2162.77 157.35 56.68 rpl3002 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0006364//rRNA processingK02908//large subunit ribosomal protein L30eNP_594857.1//60S ribosomal protein L30 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L30 (rpl3002), mRNA
2541426 NM_001018360.2103.06 118.73 89.28 SPAC227.06 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0017137//Rab GTPase bindingGO:0016192//vesicle-mediated transportK00688//glycogen phosphorylase [EC:2.4.1.1]NP_592960.1//Rab GTPase binding (predicted) [Schizosaccharomyces pombe 972h-]putative Rab GTPase-binding protein (SPAC227.06), mRNA
2540567 NM_001021713.2152.97 145.79 124.56 cct3 GO:0005856//cytoskeleton;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005832//chaperonin-containing T-complexGO:0005524//ATP binding;GO:0051082//unfolded protein binding;GO:0044183//protein binding involved in protein foldingGO:0006457//protein folding;GO:0006458//'de novo' protein folding;GO:0061077//chaperone-mediated protein foldingK09495//T-complex protein 1 subunit gammaNP_595810.1//chaperonin-containing T-complex gamma subunit Cct3 [Schizosaccharomyces pombe 972h-]chaperonin-containing T-complex gamma subunit Cct3 (cct3), mRNA
2539913 NM_001021619.2153.88 143.07 117.03 mrt4 GO:0005654//nucleoplasm;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursor;GO:0005737//cytoplasmNA GO:0000027//ribosomal large subunit assembly;GO:0006364//rRNA processing;GO:0000956//nuclear-transcribed mRNA catabolic processK14815//mRNA turnover protein 4NP_595721.1//mRNA turnover and ribosome assembly protein Mrt4 (predicted) [Schizosaccharomyces pombe 972h-]putative mRNA turnover and ribosome assembly protein Mrt4 (mrt4), mRNA
2541950 NM_001018539.2130.79 124.12 122.47 tim10 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005743//mitochondrial inner membrane;GO:0042721//mitochondrial inner membrane protein insertion complex;GO:0005739//mitochondrion;GO:0042719//mitochondrial intermembrane space protein transporter complexGO:0015266//protein channel activity;GO:0046872//metal ion binding;GO:0008565//protein transporter activity;GO:0005543//phospholipid bindingGO:0015031//protein transport;GO:0045039//protein import into mitochondrial inner membraneK17778//mitochondrial import inner membrane translocase subunit TIM10NP_593142.1//Tim9-Tim10 complex subunit Tim10 (predicted) [Schizosaccharomyces pombe 972h-]putative Tim9-Tim10 complex subunit Tim10 (tim10), mRNA
3361491 NM_001019348.2135.55 136.57 52.66 dlc1 GO:0005634//nucleus;GO:0032117//horsetail-astral microtubule array;GO:0044732//mitotic spindle pole body;GO:0005874//microtubule;GO:0044816//Nsk1-Dlc1 complex;GO:0030981//cortical microtubule cytoskeleton;GO:0071687//horsetail nucleus leading edge;GO:0005868//cytoplasmic dynein complex;GO:0005829//cytosol;GO:0035974//meiotic spindle pole bodyGO:0003774//motor activityGO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0000742//karyogamy involved in conjugation with cellular fusionNA NP_001018252.1//dynein light chain Dlc1 [Schizosaccharomyces pombe 972h-]dynein light chain Dlc1 (dlc1), mRNA
2542303 NM_001355993.1123.95 135.43 57.64 SPAC1687.21GO:0005634//nucleus;GO:0005829//cytosolGO:0004331//fructose-2,6-bisphosphate 2-phosphatase activity;GO:0004083//bisphosphoglycerate 2-phosphatase activity;GO:0003824//catalytic activity;GO:0016791//phosphatase activityGO:0008152//metabolic process;GO:1905857//positive regulation of pentose-phosphate shunt;GO:0045820//negative regulation of glycolytic processK01834//2,3-bisphosphoglycerate-dependent phosphoglycerate mutase [EC:5.4.2.11]NP_593140.1//phosphoglycerate mutase family (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoglycerate mutase family protein (SPAC1687.21), mRNA
2542021 NM_001018972.2175.45 144.37 27.45 SPAP14E8.02GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0003682//chromatin bindingGO:0045892//negative regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0006974//cellular response to DNA damage stimulusNA NP_593538.1//transcription factor [Schizosaccharomyces pombe 972h-]transcription factor (SPAP14E8.02), mRNA
2540305 NM_001021313.2163.02 156.24 109.17 cct8 GO:0005737//cytoplasm;GO:0005832//chaperonin-containing T-complexGO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0006457//protein foldingK09500//T-complex protein 1 subunit thetaXP_013025758.1//chaperonin-containing T-complex theta subunit Cct8 [Schizosaccharomyces cryophilus OY26]chaperonin-containing T-complex theta subunit Cct8 (cct8), mRNA
2541070 NM_001021273.2180.05 149.94 48.7 SPBC646.07cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005789//endoplasmic reticulum membraneGO:0016627//oxidoreductase activity, acting on the CH-CH group of donors;GO:0019166//trans-2-enoyl-CoA reductase (NADPH) activity;GO:0016631//enoyl-[acyl-carrier-protein] reductase activity;GO:0016491//oxidoreductase activityGO:0000038//very long-chain fatty acid metabolic process;GO:0030497//fatty acid elongation;GO:0042761//very long-chain fatty acid biosynthetic processK10258//very-long-chain enoyl-CoA reductase [EC:1.3.1.93]NP_595365.1//enoyl reductase (predicted) [Schizosaccharomyces pombe 972h-]putative enoyl reductase (SPBC646.07c), mRNA
2539216 NM_001022936.2109.31 105.94 113.46 SPCC14G10.04GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA NA NA NP_587945.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC14G10.04), mRNA
2539798 NM_001021310.2136.8 143.13 70.15 sec26 GO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0030126//COPI vesicle coat;GO:0005829//cytosol;GO:0000139//Golgi membraneGO:0005198//structural molecule activityGO:0006886//intracellular protein transport;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0016192//vesicle-mediated transportK17301//coatomer subunit betaNP_595403.1//coatomer beta subunit (predicted) [Schizosaccharomyces pombe 972h-]putative coatomer beta subunit protein (sec26), mRNA
2542964 NM_001018291.2154.3 158.9 140.55 SPAC12G12.07cGO:0005829//cytosolNA NA NA NP_592891.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC12G12.07c), mRNA
2541841 NM_001018383.2163.2 158.28 46.04 wrs1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004830//tryptophan-tRNA ligase activity;GO:0005524//ATP bindingGO:0006436//tryptophanyl-tRNA aminoacylationK01867//tryptophanyl-tRNA synthetase [EC:6.1.1.2]XP_013021766.1//tryptophan-tRNA ligase Wrs1 [Schizosaccharomyces cryophilus OY26]putative tryptophan-tRNA ligase Wrs1 (wrs1), mRNA
2541256 NM_001023865.2117.78 153.47 69.31 SPBC8E4.04 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0047935//glucose 1-dehydrogenase (NADP+) activity;GO:0004033//aldo-keto reductase (NADP) activity;GO:0016491//oxidoreductase activityGO:0019568//arabinose catabolic process;GO:0042843//D-xylose catabolic processK18107;K00002//alcohol dehydrogenase (NADP+) [EC:1.1.1.2];K18097NP_596843.1//aldo/keto reductase involved in pentose catabolism (predicted) [Schizosaccharomyces pombe 972h-]putative aldo/keto reductase (SPBC8E4.04), mRNA
2541731 NM_001019544.2132.58 135.39 170.98 syb1 GO:0005783//endoplasmic reticulum;GO:0051286//cell tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0051285//cell cortex of cell tip;GO:0090619//meiotic spindle pole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0031201//SNARE complex;GO:0030659//cytoplasmic vesicle membraneGO:0000149//SNARE binding;GO:0005484//SNAP receptor activityGO:0006886//intracellular protein transport;GO:0006906//vesicle fusion;GO:0006897//endocytosis;GO:0016192//vesicle-mediated transport;GO:0099097//prospore membrane biogenesis;GO:0006887//exocytosisK08513//vesicle-associated membrane protein 4NP_594120.1//SNAP receptor, synaptobrevin family [Schizosaccharomyces pombe 972h-]synaptobrevin family receptor (syb1), mRNA
2539081 NM_001023057.279.81 75.6 35.08 pdx1 GO:0005739//mitochondrion;GO:0005967//mitochondrial pyruvate dehydrogenase complexGO:0016746//transferase activity, transferring acyl groupsGO:0008152//metabolic process;GO:0006086//acetyl-CoA biosynthetic process from pyruvateK00627//pyruvate dehydrogenase E2 component (dihydrolipoamide acetyltransferase) [EC:2.3.1.12]NP_588065.1//pyruvate dehydrogenase protein x component, Pdx1 (predicted) [Schizosaccharomyces pombe 972h-]putative pyruvate dehydrogenase Pdx1 (pdx1), mRNA
2542855 NM_001020094.2153.31 152.47 129.37 spe1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004586//ornithine decarboxylase activity;GO:0003824//catalytic activityGO:0015940//pantothenate biosynthetic process;GO:0006596//polyamine biosynthetic process;GO:0033387//putrescine biosynthetic process from ornithineK01581//ornithine decarboxylase [EC:4.1.1.17]NP_594665.1//ornithine decarboxylase Spe1 (predicted) [Schizosaccharomyces pombe 972h-]putative ornithine decarboxylase Spe1 (spe1), mRNA
2540164 NM_001020965.291.27 78.08 277.78 SPBC1683.03cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK08165 NP_595059.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPBC1683.03c), mRNA
2541462 NM_001019451.2127.42 135.22 64.91 SPAC24C9.02cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0004408//holocytochrome-c synthase activityGO:0018063//cytochrome c-heme linkage;GO:0007005//mitochondrion organizationK01764//cytochrome c heme-lyase [EC:4.4.1.17]NP_594026.1//cytochrome c1 heme lyase (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c1 heme lyase (SPAC24C9.02c), mRNA
2539474 NM_001023113.2383.54 288.43 729.18 sti1 GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0042030//ATPase inhibitor activity;GO:0031072//heat shock protein bindingGO:0006457//protein foldingK09553//stress-induced-phosphoprotein 1NP_588123.1//chaperone activator Sti1 (predicted) [Schizosaccharomyces pombe 972h-]putative chaperone activator Sti1 (sti1), mRNA
2540677 NM_001021579.2133.73 155.24 109.12 SPBC21B10.03cGO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0003723//RNA bindingGO:0034063//stress granule assembly;GO:0010603//regulation of cytoplasmic mRNA processing body assembly;GO:0006378//mRNA polyadenylationK11294//nucleolinNP_595684.1//hypothetical protein SPBC21B10.03c [Schizosaccharomyces pombe 972h-]putative ataxin-2-like protein (SPBC21B10.03c), mRNA
2541530 NM_001018746.2169.94 137.93 97.95 sla1 GO:0005634//nucleus;GO:0030529//intracellular ribonucleoprotein complex;GO:0005737//cytoplasmGO:0000049//tRNA bindingGO:0042780//tRNA 3'-end processing;GO:0006386//termination of RNA polymerase III transcription;GO:0034414//tRNA 3'-trailer cleavage, endonucleolytic;GO:0042779//tRNA 3'-trailer cleavage;GO:0006409//tRNA export from nucleus;GO:0001682//tRNA 5'-leader removal;GO:0008033//tRNA processingK11090//lupus La proteinNP_593315.1//La-motif domain-containing protein [Schizosaccharomyces pombe 972h-]La-motif domain-containing protein (sla1), mRNA
2540875 NM_001021215.2144.56 145.39 214.02 SPBC577.10 GO:0005634//nucleus;GO:0005829//cytosol;GO:0019774//proteasome core complex, beta-subunit complex;GO:0034515//proteasome storage granuleGO:0004298//threonine-type endopeptidase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043248//proteasome assembly;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0010499//proteasomal ubiquitin-independent protein catabolic processK02736//20S proteasome subunit beta 7 [EC:3.4.25.1]NP_595308.1//20S proteasome component beta 7 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome core particle subunit beta 7 (SPBC577.10), mRNA
2539092 NM_001023056.2133.36 135.54 63.32 SPCC1259.08NA NA NA K11294//nucleolinXP_013021363.1//nucleocytoplasmic transport chaperone Srp40 [Schizosaccharomyces cryophilus OY26]uncharacterized protein (SPCC1259.08), mRNA
2539603 NM_001023851.2115.14 107.66 163.82 ppr8 GO:0005739//mitochondrionNA GO:0006412//translation;GO:0006417//regulation of translation;GO:0140053//mitochondrial gene expressionNA NP_596830.1//mitochondrial PPR repeat protein Ppr8 [Schizosaccharomyces pombe 972h-]PPR repeat-containing protein Ppr8 (ppr8), mRNA
2542670 NM_001020311.2122.55 123.99 68.38 lrs1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004823//leucine-tRNA ligase activity;GO:0004832//valine-tRNA ligase activity;GO:0005524//ATP binding;GO:0002161//aminoacyl-tRNA editing activityGO:0032006//regulation of TOR signaling;GO:0006438//valyl-tRNA aminoacylation;GO:0002181//cytoplasmic translation;GO:0006429//leucyl-tRNA aminoacylationK01869//leucyl-tRNA synthetase [EC:6.1.1.4]NP_594882.1//cytoplasmic leucine-tRNA ligase Lrs1 (predicted) [Schizosaccharomyces pombe 972h-]putative leucine--tRNA (Leu) ligase Lrs1 (lrs1), mRNA
2543590 NM_001018647.2123.71 145.16 115.78 SPAC4C5.03 GO:0016021//integral component of membraneNA NA NA NP_593250.1//CTNS domain protein (SMART) [Schizosaccharomyces pombe 972h-]CTNS domain protein (SMART) (SPAC4C5.03), mRNA
2543560 NM_001018884.2135.09 135.25 77.41 SPAC664.03 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016593//Cdc73/Paf1 complexNA GO:0006368//transcription elongation from RNA polymerase II promoter;GO:0016570//histone modificationK15174//RNA polymerase II-associated factor 1NP_593451.2//RNA polymerase II associated Paf1 complex (predicted) [Schizosaccharomyces pombe 972h-]putative RNA polymerase II-associated Paf1 complex protein (SPAC664.03), mRNA
2540196 NM_001021344.2127.23 125.52 72.88 SPBC1709.03GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_595436.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1709.03), mRNA
2542525 NM_001019258.2130.68 132.63 158.64 SPAC823.02 GO:0016021//integral component of membraneNA NA NA P0CU22.1//RecName: Full=Uncharacterized protein SPAC823.17uncharacterized protein (SPAC823.02), partial mRNA
2541252 NM_001021678.2100.16 100.91 56.73 ubc7 GO:0005634//nucleus;GO:0000836//Hrd1p ubiquitin ligase complex;GO:0000151//ubiquitin ligase complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0005524//ATP binding;GO:0031625//ubiquitin protein ligase binding;GO:0061631//ubiquitin conjugating enzyme activityGO:0030466//chromatin silencing at silent mating-type cassette;GO:0010620//negative regulation of transcription by transcription factor catabolism;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0000209//protein polyubiquitinationK04555//ubiquitin-conjugating enzyme E2 G2 [EC:2.3.2.23]NP_595778.1//ubiquitin conjugating enzyme Ubc7/UbcP3 [Schizosaccharomyces pombe 972h-]ubiquitin-conjugating enzyme Ubc7/UbcP3 (ubc7), mRNA
2540786 NM_001021527.2105.67 102.57 42.19 ucp8 GO:0030479//actin cortical patchGO:0043130//ubiquitin binding;GO:0031593//polyubiquitin modification-dependent protein binding;GO:0005509//calcium ion bindingGO:0006886//intracellular protein transport;GO:0000147//actin cortical patch assembly;GO:0006897//endocytosisK12472//epidermal growth factor receptor substrate 15NP_595633.2//UBA/EH/EF hand domain protein Ucp8 [Schizosaccharomyces pombe 972h-]UBA/EH/EF hand domain protein Ucp8 (ucp8), mRNA
2541553 NM_001018223.2 66 49.61 9.92 SPAC5H10.10GO:0005634//nucleus;GO:0005829//cytosolGO:0052690//trichloro-p-hydroquinone reductive dehalogenase activity;GO:0010181//FMN binding;GO:0018548//pentaerythritol trinitrate reductase activity;GO:0003959//NADPH dehydrogenase activity;GO:0016491//oxidoreductase activityGO:1990748//cellular detoxificationK00354 NP_592823.1//NADPH dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative NADPH dehydrogenase (SPAC5H10.10), mRNA
2539019 NM_001023187.2137.85 134.52 39.32 SPCC11E10.01GO:0005634//nucleus;GO:0005777//peroxisome;GO:0005737//cytoplasmGO:0004123//cystathionine gamma-lyase activity;GO:0004121//cystathionine beta-lyase activity;GO:0030170//pyridoxal phosphate binding;GO:0003962//cystathionine gamma-synthase activityGO:0019346//transsulfuration;GO:0019343//cysteine biosynthetic process via cystathionine;GO:0071266//'de novo' L-methionine biosynthetic process;GO:0019279//L-methionine biosynthetic process from L-homoserine via cystathionineK01760//cystathionine beta-lyase [EC:4.4.1.8]NP_588197.2//cystathionine beta-lyase (predicted) [Schizosaccharomyces pombe 972h-]putative cystathionine beta-lyase (SPCC11E10.01), partial mRNA
2538998 NM_001022781.2163.12 157.46 68.66 SPCC594.02cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_587788.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC594.02c), mRNA
2539566 NM_001022777.2132.31 181.32 363.98 SPCC736.13 NA GO:0016491//oxidoreductase activityNA K20367//endoplasmic reticulum-Golgi intermediate compartment protein 3;K11153//retinol dehydrogenase 12 [EC:1.1.1.300];K17732//mitochondrial-processing peptidase subunit beta [EC:3.4.24.64];K00218NP_587784.1//short chain dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative dehydrogenase (SPCC736.13), mRNA
2540109 NM_001021189.2160.36 152.57 119.11 rpn3 GO:0005634//nucleus;GO:0008541//proteasome regulatory particle, lid subcomplexGO:0030234//enzyme regulator activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0042176//regulation of protein catabolic processK03033//26S proteasome regulatory subunit N3NP_595282.2//19S proteasome regulatory subunit Rpn3 [Schizosaccharomyces pombe 972h-]19S proteasome regulatory subunit Rpn3 (rpn3), mRNA
2542928 NM_001019693.2124.49 128.46 65.66 get3 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0043529//GET complexGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0042802//identical protein binding;GO:0016887//ATPase activityGO:0006810//transport;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0045048//protein insertion into ER membraneK01551//arsenite-transporting ATPase [EC:3.6.3.16]NP_594270.1//GET complex ATPase subunit Get3 (predicted) [Schizosaccharomyces pombe 972h-]putative GET complex ATPase subunit Get3 (get3), mRNA
2543618 NM_001019252.2169.41 156.8 69.05 fas2 GO:0005835//fatty acid synthase complexGO:0000287//magnesium ion binding;GO:0004316//3-oxoacyl-[acyl-carrier-protein] reductase (NADPH) activity;GO:0004315//3-oxoacyl-[acyl-carrier-protein] synthase activity;GO:0008897//holo-[acyl-carrier-protein] synthase activityGO:1900535//palmitic acid biosynthetic processK00667 BAA11913.1//fatty acid synthetase alpha subunit [Schizosaccharomyces pombe]fatty acid synthase alpha subunit Lsd1 (fas2), mRNA
2542369 NM_001020144.2122.48 95.2 79.7 nhp2 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0031429//box H/ACA snoRNP complexGO:0030515//snoRNA binding;GO:0034513//box H/ACA snoRNA binding;GO:0019843//rRNA bindingGO:0031120//snRNA pseudouridine synthesis;GO:0000470//maturation of LSU-rRNA;GO:0000469//cleavage involved in rRNA processing;GO:0006412//translation;GO:0031118//rRNA pseudouridine synthesisK11129//H/ACA ribonucleoprotein complex subunit 2NP_594717.1//box H/ACA snoRNP complex subunit Nhp2 [Schizosaccharomyces pombe 972h-]box H/ACA snoRNP complex subunit Nhp2 (nhp2), mRNA
2543252 NM_001020180.2109.74 123.38 73.53 mnn9 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0000137//Golgi cis cisterna;GO:0005789//endoplasmic reticulum membrane;GO:0005801//cis-Golgi network;GO:0000136//alpha-1,6-mannosyltransferase complexGO:0000009//alpha-1,6-mannosyltransferase activityGO:0097502//mannosylation;GO:0000032//cell wall mannoprotein biosynthetic process;GO:0006487//protein N-linked glycosylationK05529//mannan polymerase complexes MNN9 subunit [EC:2.4.1.232]NP_594753.1//mannosyltransferase complex subunit, Anp family Mnn9 (predicted) [Schizosaccharomyces pombe 972h-]putative Anp family mannosyltransferase complex subunit Mnn9 (mnn9), mRNA
2540793 NM_001021585.2147.88 134.74 51.07 rpc10 GO:0005665//DNA-directed RNA polymerase II, core complex;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005666//DNA-directed RNA polymerase III complex;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0046872//metal ion binding;GO:0003677//DNA bindingGO:0006360//transcription from RNA polymerase I promoter;GO:0006383//transcription from RNA polymerase III promoter;GO:0006366//transcription from RNA polymerase II promoterK03009//DNA-directed RNA polymerases I, II, and III subunit RPABC4NP_595688.1//DNA-directed RNA polymerase I, II and III subunit Rpc10 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase subunit Rpc10 (rpc10), mRNA
2542022 NM_001019862.2158.34 130.1 44.17 apt1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016763//transferase activity, transferring pentosyl groups;GO:0046872//metal ion binding;GO:0003999//adenine phosphoribosyltransferase activityGO:0006167//AMP biosynthetic process;GO:0009116//nucleoside metabolic process;GO:0006168//adenine salvage;GO:0006166//purine ribonucleoside salvage;GO:0044209//AMP salvageK00759//adenine phosphoribosyltransferase [EC:2.4.2.7]NP_594433.1//adenine phosphoribosyltransferase [Schizosaccharomyces pombe 972h-]adenine phosphoribosyltransferase (apt1), mRNA
2540548 NM_001021989.2143.28 128.12 54.53 mrs1 GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004814//arginine-tRNA ligase activity;GO:0005524//ATP bindingGO:0032543//mitochondrial translation;GO:0002181//cytoplasmic translation;GO:0006420//arginyl-tRNA aminoacylation;GO:0070144//mitochondrial arginyl-tRNA aminoacylationK01887//arginyl-tRNA synthetase [EC:6.1.1.19]NP_596077.1//mitochondrial and cytoplasmic arginine-tRNA ligase Rrs1/Mrs1 (predicted) [Schizosaccharomyces pombe 972h-]putative arginine--tRNA (Arg) ligase Rrs1/Mrs1 (mrs1), mRNA
2541028 NM_001021213.2116.08 115.66 117.22 txl1 GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0047134//protein-disulfide reductase activity;GO:0015035//protein disulfide oxidoreductase activity;GO:0016671//oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0004791//thioredoxin-disulfide reductase activityGO:0006662//glycerol ether metabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0061417//negative regulation of transcription from RNA polymerase II promoter in response to oxidative stress;GO:0043433//negative regulation of DNA binding transcription factor activity;GO:0045454//cell redox homeostasisK03671//thioredoxin 1NP_595306.1//thioredoxin-like I protein Txl1 [Schizosaccharomyces pombe 972h-]thioredoxin-1-like protein Txl1 (txl1), mRNA
2541014 NM_001021427.2143.47 128.62 45.32 prs5 GO:0002189//ribose phosphate diphosphokinase complex;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0004749//ribose phosphate diphosphokinase activity;GO:0005524//ATP binding;GO:0016301//kinase activityGO:0009116//nucleoside metabolic process;GO:0009165//nucleotide biosynthetic process;GO:0031505//fungal-type cell wall organization;GO:0009156//ribonucleoside monophosphate biosynthetic process;GO:0006015//5-phosphoribose 1-diphosphate biosynthetic processK00948//ribose-phosphate pyrophosphokinase [EC:2.7.6.1]NP_595518.1//ribose-phosphate pyrophosphokinase Prs5 (predicted) [Schizosaccharomyces pombe 972h-]putative ribose-phosphate pyrophosphokinase Prs5 (prs5), mRNA
2540481 NM_001022151.2159.73 165.1 73.89 rhp23 GO:0005634//nucleus;GO:0000502//proteasome complex;GO:0000111//nucleotide-excision repair factor 2 complex;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0043130//ubiquitin binding;GO:0031593//polyubiquitin modification-dependent protein binding;GO:0003684//damaged DNA binding;GO:0030674//protein binding, bridging;GO:0070628//proteasome binding;GO:0000224//peptide-N4-(N-acetyl-beta-glucosaminyl)asparagine amidase activityGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0042177//negative regulation of protein catabolic process;GO:0006517//protein deglycosylation;GO:0006289//nucleotide-excision repairK10839//UV excision repair protein RAD23NP_596231.1//UV excision repair protein rhp23 [Schizosaccharomyces pombe 972h-]UV excision repair protein rhp23 (rhp23), mRNA
2543492 NM_001020254.3142.13 143.49 68.73 rmt1 GO:0005634//nucleus;GO:0005829//cytosolGO:0035242//protein-arginine omega-N asymmetric methyltransferase activity;GO:0008469//histone-arginine N-methyltransferase activity;GO:0016274//protein-arginine N-methyltransferase activityGO:0006406//mRNA export from nucleus;GO:0019919//peptidyl-arginine methylation, to asymmetrical-dimethyl arginine;GO:0006355//regulation of transcription, DNA-templatedK11434//type I protein arginine methyltransferase [EC:2.1.1.319]NP_594825.2//type I protein arginine N-methyltransferase Rmt1 [Schizosaccharomyces pombe 972h-]protein arginine N-methyltransferase Rmt1 (rmt1), mRNA
2539546 NM_001023281.2162.51 150.45 50.62 SPCC191.02cGO:0005634//nucleus;GO:0005829//cytosolGO:0003987//acetate-CoA ligase activity;GO:0005524//ATP binding;GO:0016208//AMP bindingGO:0019427//acetyl-CoA biosynthetic process from acetateK01895//acetyl-CoA synthetase [EC:6.2.1.1]XP_013016888.1//acetyl-CoA ligase [Schizosaccharomyces octosporus yFS286]putative acetyl-CoA ligase (SPCC191.02c), partial mRNA
2541994 NM_001019581.2120.46 138.25 101.96 SPAC26A3.14cGO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_594157.1//DUF1748 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC26A3.14c), mRNA
2543099 NM_001019129.2143.13 149.92 56.77 SPAC4G9.15GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0102341//3-oxo-lignoceroyl-CoA reductase activity;GO:0102342//3-oxo-cerotoyl-CoA reductase activity;GO:0045703//ketoreductase activity;GO:0102340//3-oxo-behenoyl-CoA reductase activity;GO:0102339//3-oxo-arachidoyl-CoA reductase activityGO:0030497//fatty acid elongation;GO:0030148//sphingolipid biosynthetic process;GO:0042761//very long-chain fatty acid biosynthetic processK10251//17beta-estradiol 17-dehydrogenase / very-long-chain 3-oxoacyl-CoA reductase [EC:1.1.1.62 1.1.1.330]NP_593697.1//ketoreductase (predicted) [Schizosaccharomyces pombe 972h-]putative ketoreductase (SPAC4G9.15), mRNA
2541839 NM_001020265.3113.96 111.17 47.25 etp1 GO:0016021//integral component of membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneGO:0016627//oxidoreductase activity, acting on the CH-CH group of donors;GO:0009055//electron transfer activity;GO:0046872//metal ion binding;GO:0051537//2 iron, 2 sulfur cluster binding;GO:0051536//iron-sulfur cluster bindingGO:0022900//electron transport chain;GO:0022904//respiratory electron transport chain;GO:0006784//heme a biosynthetic processK02259//cytochrome c oxidase assembly protein subunit 15NP_594836.2//mitochondrial type I [2Fe-2S] ferredoxin Etp1/ cytochrome oxidase cofactor Cox15, fusion [Schizosaccharomyces pombe 972h-]cytochrome oxidase cofactor Cox15/type I ferredoxin Etp1 protein etp1 (etp1), mRNA
2542487 NM_001018420.2116.41 116.74 56.14 pis1 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005741//mitochondrial outer membrane;GO:0005789//endoplasmic reticulum membraneGO:0003881//CDP-diacylglycerol-inositol 3-phosphatidyltransferase activity;GO:0005524//ATP bindingGO:0006661//phosphatidylinositol biosynthetic process;GO:0016024//CDP-diacylglycerol biosynthetic processK00999//CDP-diacylglycerol--inositol 3-phosphatidyltransferase [EC:2.7.8.11]NP_593021.1//CDP-diacylglycerol--inositol 3-phosphatidyltransferase Pis1 (predicted) [Schizosaccharomyces pombe 972h-]putative CDP-diacylglycerol--inositol 3-phosphatidyltransferase Pis1 (pis1), mRNA
2539154 NM_001023193.2105.71 108.41 157.84 SPCC11E10.07cGO:0005634//nucleus;GO:0005851//eukaryotic translation initiation factor 2B complex;GO:0005829//cytosol;GO:0032045//guanyl-nucleotide exchange factor complexGO:0003743//translation initiation factor activity;GO:0030234//enzyme regulator activity;GO:0005085//guanyl-nucleotide exchange factor activityGO:0006446//regulation of translational initiation;GO:1903833//positive regulation of cellular response to amino acid starvation;GO:0002183//cytoplasmic translational initiationK03239//translation initiation factor eIF-2B subunit alphaNP_588203.1//translation initiation factor eIF2B alpha subunit (predicted) [Schizosaccharomyces pombe 972h-]putative translation initiation factor eIF2B alpha subunit (SPCC11E10.07c), mRNA
2542871 NM_001018726.2114.72 105.73 32.95 ade3 GO:0005794//Golgi apparatus;GO:0005737//cytoplasmGO:0004642//phosphoribosylformylglycinamidine synthase activity;GO:0046872//metal ion binding;GO:0005524//ATP bindingGO:0006541//glutamine metabolic process;GO:0006189//'de novo' IMP biosynthetic processK01952//phosphoribosylformylglycinamidine synthase [EC:6.3.5.3]NP_593296.1//phosphoribosylformylglycinamidine synthase Ade3 (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoribosylformylglycinamidine synthase Ade3 (ade3), mRNA
2541632 NM_001019798.261.16 52.98 11.51 SPAC323.07cGO:0005774//vacuolar membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneGO:0015238//drug transmembrane transporter activity;GO:0015297//antiporter activityGO:0006855//drug transmembrane transportK03327//multidrug resistance protein, MATE familyNP_594377.1//MatE family transporter (predicted) [Schizosaccharomyces pombe 972h-]putative MatE family transporter (SPAC323.07c), mRNA
2542031 NM_001019071.2131.28 131.12 54.91 ala1 GO:0005829//cytosol;GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0008270//zinc ion binding;GO:0000049//tRNA binding;GO:0004813//alanine-tRNA ligase activityGO:0070143//mitochondrial alanyl-tRNA aminoacylationK01872//alanyl-tRNA synthetase [EC:6.1.1.7]XP_013023139.1//cytoplasmic alanine-tRNA ligase Ala1 [Schizosaccharomyces cryophilus OY26]putative alanine--tRNA (Ala) ligase Ala1 (ala1), mRNA
2543428 NM_001019585.296.87 74.55 35.19 SPAC8E11.10GO:0005739//mitochondrionGO:0032115//sorbose reductase activity;GO:0016491//oxidoreductase activityGO:0005975//carbohydrate metabolic processK17742 NP_594161.1//sorbose reductase (predicted) [Schizosaccharomyces pombe 972h-]putative sorbose reductase (SPAC8E11.10), mRNA
2538924 NM_001023455.2139.6 138.4 52.85 SPCC1620.06cGO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0004749//ribose phosphate diphosphokinase activity;GO:0005524//ATP binding;GO:0016301//kinase activityGO:0009116//nucleoside metabolic process;GO:0009165//nucleotide biosynthetic process;GO:0009156//ribonucleoside monophosphate biosynthetic process;GO:0006015//5-phosphoribose 1-diphosphate biosynthetic processK00948//ribose-phosphate pyrophosphokinase [EC:2.7.6.1]NP_588464.1//ribose-phosphate pyrophosphokinase (predicted) [Schizosaccharomyces pombe 972h-]putative ribose-phosphate pyrophosphokinase (SPCC1620.06c), mRNA
2543000 NM_001020363.2127.74 126.46 63.46 vma4 GO:0033178//proton-transporting two-sector ATPase complex, catalytic domain;GO:0000329//fungal-type vacuole membrane;GO:0000221//vacuolar proton-transporting V-type ATPase, V1 domainGO:0046961//proton-transporting ATPase activity, rotational mechanismGO:0015991//ATP hydrolysis coupled proton transport;GO:0007035//vacuolar acidificationK02150//V-type H+-transporting ATPase subunit ENP_594932.1//V-type ATPase V1 subunit E (predicted) [Schizosaccharomyces pombe 972h-]putative V-type ATPase V1 subunit E (vma4), mRNA
2539048 NM_001023344.2113.93 99.43 58.43 dfr1 GO:0005829//cytosolGO:0050661//NADP binding;GO:0005524//ATP binding;GO:0004146//dihydrofolate reductase activityGO:0046654//tetrahydrofolate biosynthetic process;GO:0009165//nucleotide biosynthetic process;GO:0006730//one-carbon metabolic process;GO:0046452//dihydrofolate metabolic process;GO:0006545//glycine biosynthetic processK00287//dihydrofolate reductase [EC:1.5.1.3]NP_588353.1//dihydrofolate reductase Dfr1 [Schizosaccharomyces pombe 972h-]dihydrofolate reductase Dfr1 (dfr1), mRNA
2543171 NM_001019634.263.26 54.16 19.7 SPAC328.09 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membraneGO:0005310//dicarboxylic acid transmembrane transporter activity;GO:0015139//alpha-ketoglutarate transmembrane transporter activityGO:1990551//mitochondrial 2-oxoadipate transmembrane transport;GO:0055085//transmembrane transport;GO:0006835//dicarboxylic acid transport;GO:1990550//mitochondrial alpha-ketoglutarate transmembrane transport;GO:0006839//mitochondrial transportK15110//solute carrier family 25 (mitochondrial 2-oxodicarboxylate transporter), member 21NP_594211.1//mitochondrial 2-oxoadipate and 2-oxoglutarate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative 2-oxoadipate/2-oxoglutarate transporter (SPAC328.09), mRNA
2543108 NM_001018771.2129.39 134.37 40.78 SPAC3A12.13cGO:0071541//eukaryotic translation initiation factor 3 complex, eIF3m;GO:0016282//eukaryotic 43S preinitiation complex;GO:0005852//eukaryotic translation initiation factor 3 complexGO:0003743//translation initiation factor activity;GO:0019843//rRNA bindingGO:0001732//formation of cytoplasmic translation initiation complex;GO:0030490//maturation of SSU-rRNAK03245//translation initiation factor 3 subunit JNP_593339.1//translation initiation factor eIF3j (p35) [Schizosaccharomyces pombe 972h-]translation initiation factor eIF3j (p35) (SPAC3A12.13c), mRNA
2543662 NM_001018782.2129.39 104.73 95.3 SPAC9.07c GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0042788//polysomal ribosome;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0003924//GTPase activityGO:1903833//positive regulation of cellular response to amino acid starvation;GO:0007264//small GTPase mediated signal transduction;GO:0002181//cytoplasmic translationK06944//uncharacterized proteinNP_593350.1//GTPase Rbg1 (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase Rbg1 (SPAC9.07c), mRNA
2540191 NM_001022302.2147.61 145.02 137.76 rpn2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0034515//proteasome storage granule;GO:0008540//proteasome regulatory particle, base subcomplexGO:0004175//endopeptidase activity;GO:0030674//protein binding, bridging;GO:0030234//enzyme regulator activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043248//proteasome assembly;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0042176//regulation of protein catabolic processK03032//26S proteasome regulatory subunit N2NP_596381.1//19S proteasome regulatory subunit Rpn2 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome regulatory subunit Rpn2 (rpn2), mRNA
2540039 NM_001023808.2145.69 141.8 834.26 SPBC16A3.02cGO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0016616//oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;GO:0016491//oxidoreductase activityNA K00344//NADPH2:quinone reductase [EC:1.6.5.5];K01113//alkaline phosphatase D [EC:3.1.3.1]NP_596787.1//mitochondrial conserved protein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC16A3.02c), mRNA
2539511 NM_001023253.2122.94 123.85 115.22 ekc1 GO:0008287//protein serine/threonine phosphatase complex;GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0072542//protein phosphatase activator activityGO:1905341//negative regulation of protein localization to kinetochore;GO:0051301//cell division;GO:0007049//cell cycle;GO:0033047//regulation of mitotic sister chromatid segregationK15458;K15501//serine/threonine-protein phosphatase 6 regulatory subunit 3NP_588263.2//protein phosphatase regulatory subunit Ekc1 (predicted) [Schizosaccharomyces pombe 972h-]putative protein phosphatase regulatory subunit Ekc1 (ekc1), mRNA
2540364 NM_001021547.2172.14 180.83 38.22 isp4 GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:1901584//tetrapeptide transmembrane transporter activityGO:0015031//protein transport;GO:1901583//tetrapeptide transmembrane transportNA NP_595653.1//OPT oligopeptide transporter family Isp4 [Schizosaccharomyces pombe 972h-]OPT oligopeptide transporter family Isp4 (isp4), mRNA
2541374 NM_001020954.259.78 50.44 18.06 SPBPB10D8.06cGO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK15449//tRNA wybutosine-synthesizing protein 1 [EC:4.1.3.44]NP_595047.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPBPB10D8.06c), partial mRNA
2542611 NM_001020306.2137.36 133.51 73.78 cam2 GO:0005634//nucleus;GO:0051286//cell tip;GO:1990819//actin fusion focus;GO:0005938//cell cortex;GO:0031097//medial cortex;GO:0043332//mating projection tip;GO:0005823//central plaque of spindle pole body;GO:0005737//cytoplasm;GO:0005829//cytosol;GO:0045160//myosin I complex;GO:0005628//prospore membraneGO:0051019//mitogen-activated protein kinase binding;GO:0005509//calcium ion binding;GO:0048306//calcium-dependent protein bindingGO:0030048//actin filament-based movement;GO:1903525//regulation of membrane tubulation;GO:0006607//NLS-bearing protein import into nucleus;GO:0016237//lysosomal microautophagy;GO:0007114//cell budding;GO:0030437//ascospore formation;GO:0006661//phosphatidylinositol biosynthetic process;GO:0042144//vacuole fusion, non-autophagic;GO:0042991//transcription factor import into nucleus;GO:0051300//spindle pole body organization;GO:0032120//ascospore-type prospore membrane assembly;GO:0006898//receptor-mediated endocytosis;GO:0000742//karyogamy involved in conjugation with cellular fusion;GO:0000917//division septum assemblyK02183//calmodulinNP_594877.1//myosin I light chain Cam2 [Schizosaccharomyces pombe 972h-]myosin I light chain Cam2 (cam2), mRNA
2539075 NM_001023156.2109.17 102.07 37.28 emc4 GO:0072546//ER membrane protein complex;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA GO:1990456//mitochondrion-endoplasmic reticulum membrane tethering;GO:0034975//protein folding in endoplasmic reticulumNA NP_588167.1//ER membrane protein complex subunit 4 (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein SPCC1281.03c (emc4), mRNA
2542480 NM_001019935.2120.51 127.11 47.55 smd2 GO:0005685//U1 snRNP;GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0000974//Prp19 complex;GO:0046540//U4/U6 x U5 tri-snRNP complex;GO:0071013//catalytic step 2 spliceosome;GO:0071004//U2-type prespliceosome;GO:0005681//spliceosomal complex;GO:0005682//U5 snRNP;GO:0071014//post-mRNA release spliceosomal complex;GO:0071011//precatalytic spliceosome;GO:0019013//viral nucleocapsidNA GO:0000398//mRNA splicing, via spliceosome;GO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosome;GO:0000387//spliceosomal snRNP assemblyK11096//small nuclear ribonucleoprotein D2NP_594506.1//Sm snRNP core protein Smd2 [Schizosaccharomyces pombe 972h-]Sm snRNP core protein Smd2 (smd2), mRNA
2541383 NM_001022444.2113.54 107.29 187.36 dbp2 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0003676//nucleic acid bindingGO:1990120//messenger ribonucleoprotein complex assembly;GO:0000184//nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0010501//RNA secondary structure unwinding;GO:0006364//rRNA processing;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic processK12823//ATP-dependent RNA helicase DDX5/DBP2 [EC:3.6.4.13]NP_596523.1//ATP-dependent RNA helicase Dbp2 [Schizosaccharomyces pombe 972h-]ATP-dependent RNA helicase Dbp2 (dbp2), mRNA
2540317 NM_001021868.2142.15 154.79 102.83 sec28 GO:0030126//COPI vesicle coat;GO:0031410//cytoplasmic vesicle;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0000139//Golgi membraneGO:0005198//structural molecule activityGO:0032511//late endosome to vacuole transport via multivesicular body sorting pathway;GO:0006886//intracellular protein transport;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0015031//protein transport;GO:0006891//intra-Golgi vesicle-mediated transportK17268//coatomer subunit epsilonNP_595959.1//coatomer epsilon subunit (predicted) [Schizosaccharomyces pombe 972h-]putative coatomer epsilon subunit protein (sec28), mRNA
2540778 NM_001021884.3123.39 119.85 43.27 SPBC19G7.10cGO:0005829//cytosol;GO:0000932//P-body;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0016853//isomerase activityGO:0006397//mRNA processing;GO:0033962//cytoplasmic mRNA processing body assembly;GO:0006417//regulation of translation;GO:0000290//deadenylation-dependent decapping of nuclear-transcribed mRNAK12617//DNA topoisomerase 2-associated protein PAT1NP_595976.2//topoisomerase II-associated deadenylation-dependent mRNA-decapping factor (predicted) [Schizosaccharomyces pombe 972h-]putative topoisomerase II-associated deadenylation-dependent mRNA-decapping factor (SPBC19G7.10c), mRNA
2543682 NM_001020056.2130.63 136.8 80.68 rpn10 GO:0005634//nucleus;GO:0008541//proteasome regulatory particle, lid subcomplex;GO:0005829//cytosol;GO:0008540//proteasome regulatory particle, base subcomplexGO:0036435//K48-linked polyubiquitin modification-dependent protein binding;GO:0043130//ubiquitin binding;GO:0005198//structural molecule activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043248//proteasome assembly;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK03029//26S proteasome regulatory subunit N10NP_594628.1//19S proteasome regulatory subunit Rpn10 [Schizosaccharomyces pombe 972h-]19S proteasome regulatory subunit Rpn10 (rpn10), mRNA
2539170 NM_001022803.295.62 114.76 175.79 SPCC306.02cGO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0016021//integral component of membraneGO:0017137//Rab GTPase bindingGO:0006888//ER to Golgi vesicle-mediated transportK20359//PRA1 family protein 1BAA13820.1//unnamed protein product, partial [Schizosaccharomyces pombe]putative Rab GTPase-binding protein (SPCC306.02c), mRNA
2539350 NM_001023011.2128.32 129.23 64.97 emp24 GO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneNA GO:0006886//intracellular protein transport;GO:0016050//vesicle organization;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0006621//protein retention in ER lumenK20347//p24 family protein beta-1NP_588020.1//COPII-coated vesicle component Emp24 (predicted) [Schizosaccharomyces pombe 972h-]putative COPII-coated vesicle-associated protein Emp24 (emp24), mRNA
2541386 NM_001022452.2107.17 113.73 179.65 atg8 GO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:0031410//cytoplasmic vesicle;GO:0005737//cytoplasm;GO:0005773//vacuole;GO:0005829//cytosol;GO:0005776//autophagosome;GO:0000421//autophagosome membraneNA GO:0061025//membrane fusion;GO:0006995//cellular response to nitrogen starvation;GO:0006914//autophagy;GO:0015031//protein transport;GO:0016236//macroautophagyK08341//GABA(A) receptor-associated proteinNP_596531.1//autophagy associated protein Atg8 [Schizosaccharomyces pombe 972h-]autophagy-associated protein Atg8 (atg8), mRNA

14218261 NM_001356126.1100.16 114.81 42.87 coa2 GO:0005759//mitochondrial matrix;GO:0016021//integral component of membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionNA GO:0033617//mitochondrial respiratory chain complex IV assemblyNA XP_004001785.1//cytochrome C oxidase assembly factor Coa2 (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome C oxidase assembly factor Coa2 (coa2), partial mRNA
2542385 NM_001019342.2134.12 139.34 60.37 SPAC1805.02cGO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0009055//electron transfer activityGO:0022904//respiratory electron transport chain;GO:0055114//oxidation-reduction processK03521//electron transfer flavoprotein beta subunitNP_593913.1//electron transfer flavoprotein beta subunit (predicted) [Schizosaccharomyces pombe 972h-]putative electron transfer flavoprotein alpha subunit (SPAC1805.02c), mRNA
2543058 NM_001020399.2123.95 130.14 129.43 dss1 GO:0005634//nucleus;GO:0008541//proteasome regulatory particle, lid subcomplex;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0006406//mRNA export from nucleus;GO:0043248//proteasome assemblyK10881//26 proteasome complex subunit DSS1NP_594968.1//mRNA export protein Dss1 [Schizosaccharomyces pombe 972h-]mRNA export protein Dss1 (dss1), mRNA
2539539 NM_001023428.2145.69 149.52 105.65 rpt3 GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0008540//proteasome regulatory particle, base subcomplexGO:0005524//ATP binding;GO:0042802//identical protein binding;GO:0036402//proteasome-activating ATPase activityGO:0070682//proteasome regulatory particle assembly;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0045899//positive regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0061641//CENP-A containing chromatin organizationK03063//26S proteasome regulatory subunit T3XP_013023826.1//19S proteasome regulatory subunit Rpt3 [Schizosaccharomyces cryophilus OY26]putative proteasome regulatory subunit Rpt3 (rpt3), mRNA
2543593 NM_001019124.295.3 82.01 32.75 arg3 GO:0005759//mitochondrial matrix;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0016597//amino acid binding;GO:0004585//ornithine carbamoyltransferase activityGO:0042450//arginine biosynthetic process via ornithine;GO:0000050//urea cycleK00611//ornithine carbamoyltransferase [EC:2.1.3.3]NP_593692.1//ornithine carbamoyltransferase Arg3 [Schizosaccharomyces pombe 972h-]ornithine carbamoyltransferase Arg3 (arg3), mRNA
2539401 NM_001022976.2151.26 139.82 136.57 pup3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0019774//proteasome core complex, beta-subunit complexGO:0061133//endopeptidase activator activity;GO:0004298//threonine-type endopeptidase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0010499//proteasomal ubiquitin-independent protein catabolic processK02735//20S proteasome subunit beta 3 [EC:3.4.25.1]NP_587985.1//20S proteasome component beta 3, Pup3 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome core particle subunit beta 3 Pup3 (pup3), mRNA
2539438 NM_001023075.2140.49 124.12 124.77 nro1 GO:0005634//nucleus;GO:0005829//cytosolNA GO:2000640//positive regulation of SREBP signaling pathway;GO:0006415//translational termination;GO:0061419//positive regulation of transcription from RNA polymerase II promoter in response to hypoxia;GO:0006351//transcription, DNA-templated;GO:1900039//positive regulation of cellular response to hypoxia;GO:0006417//regulation of translation;GO:0032933//SREBP signaling pathway;GO:0045944//positive regulation of transcription from RNA polymerase II promoterNA NP_588083.1//nuclear pore complex associated protein [Schizosaccharomyces pombe 972h-]nuclear pore complex-associated protein (nro1), mRNA
2538746 NM_001023503.264.47 49.18 69.76 SPCC965.04cGO:0031942//i-AAA complex;GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0008237//metallopeptidase activity;GO:0004222//metalloendopeptidase activity;GO:0005524//ATP binding;GO:0004176//ATP-dependent peptidase activityGO:0006457//protein folding;GO:0051604//protein maturation;GO:0035694//mitochondrial protein catabolic process;GO:0006515//protein quality control for misfolded or incompletely synthesized proteins;GO:0045041//protein import into mitochondrial intermembrane space;GO:0030150//protein import into mitochondrial matrix;GO:0007005//mitochondrion organizationK08955//ATP-dependent metalloprotease [EC:3.4.24.-]NP_588514.1//mitochondrial inner membrane i-AAA protease complex subunit Yme1 (predicted) [Schizosaccharomyces pombe 972h-]putative i-AAA protease Yme1 (SPCC965.04c), mRNA
2542483 NM_001019853.2177.26 260.54 1519.56 SPAC19G12.09GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004032//alditol:NADP+ 1-oxidoreductase activity;GO:0051269//alpha-keto ester reductase activity;GO:0016652//oxidoreductase activity, acting on NAD(P)H, NAD(P) as acceptor;GO:0047018//indole-3-acetaldehyde reductase (NADH) activity;GO:0047019//indole-3-acetaldehyde reductase (NADPH) activity;GO:0051268//alpha-keto amide reductase activityGO:0034599//cellular response to oxidative stress;GO:0043603//cellular amide metabolic process;GO:0006725//cellular aromatic compound metabolic process;GO:0042180//cellular ketone metabolic processK19654;K20032//palmitoyltransferase ZDHHC13/17 [EC:2.3.1.225]NP_594424.1//NADH/NADPH dependent indole-3-acetaldehyde reductase AKR3C2 [Schizosaccharomyces pombe 972h-]NADH/NADPH-dependent indole-3-acetaldehyde reductase AKR3C2 (SPAC19G12.09), mRNA
2542062 NM_001020157.2130.2 144.36 96.19 pam1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0019774//proteasome core complex, beta-subunit complexGO:0004298//threonine-type endopeptidase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0010499//proteasomal ubiquitin-independent protein catabolic processK02732//20S proteasome subunit beta 6 [EC:3.4.25.1]NP_594729.1//20S proteasome component beta 6 [Schizosaccharomyces pombe 972h-]20S proteasome component beta 6 (pam1), mRNA
2541910 NM_001018583.2131.17 123.14 46.79 rpb5 GO:0005665//DNA-directed RNA polymerase II, core complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005666//DNA-directed RNA polymerase III complex;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA binding;GO:0001055//RNA polymerase II activity;GO:0001056//RNA polymerase III activity;GO:0001054//RNA polymerase I activity;GO:0003968//RNA-directed 5'-3' RNA polymerase activityGO:0006360//transcription from RNA polymerase I promoter;GO:0042797//tRNA transcription from RNA polymerase III promoter;GO:0006383//transcription from RNA polymerase III promoter;GO:0006366//transcription from RNA polymerase II promoterK03013//DNA-directed RNA polymerases I, II, and III subunit RPABC1NP_593187.1//DNA-directed RNA polymerase I, II and III subunit Rpb5 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase subunit Rpb5 (rpb5), mRNA
2542976 NM_001020011.2452.03 377.17 740.39 SPAC9E9.09cGO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosolGO:0016491//oxidoreductase activityNA K00128//aldehyde dehydrogenase (NAD+) [EC:1.2.1.3]XP_013023300.1//aldehyde dehydrogenase [Schizosaccharomyces cryophilus OY26]putative aldehyde dehydrogenase (SPAC9E9.09c), mRNA
2541941 NM_001019054.2112.5 111.19 42.27 tfs1 GO:0005634//nucleusGO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0001139//transcription factor activity, core RNA polymerase II recruiting;GO:0003746//translation elongation factor activity;GO:0008270//zinc ion binding;GO:0000993//RNA polymerase II core binding;GO:0001012//RNA polymerase II regulatory region DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0045899//positive regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0006351//transcription, DNA-templated;GO:0001193//maintenance of transcriptional fidelity during DNA-templated transcription elongation from RNA polymerase II promoter;GO:0031440//regulation of mRNA 3'-end processing;GO:0006368//transcription elongation from RNA polymerase II promoter;GO:0031564//transcription antitermination;GO:0006362//transcription elongation from RNA polymerase I promoter;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0042797//tRNA transcription from RNA polymerase III promoter;GO:0006379//mRNA cleavageK03145//transcription elongation factor S-IINP_593623.1//transcription elongation factor TFIIS [Schizosaccharomyces pombe 972h-]transcription elongation factor TFIIS (tfs1), mRNA
2538829 NM_001022810.2121.63 117.97 50.23 cap1 GO:0030479//actin cortical patch;GO:0030864//cortical actin cytoskeleton;GO:0000935//division septum;GO:0035838//growing cell tip;GO:0005737//cytoplasmGO:0003779//actin binding;GO:0042802//identical protein binding;GO:0008179//adenylate cyclase bindingGO:0000902//cell morphogenesis;GO:0030836//positive regulation of actin filament depolymerization;GO:0007165//signal transduction;GO:0045761//regulation of adenylate cyclase activity;GO:0031138//negative regulation of conjugation with cellular fusion;GO:0008154//actin polymerization or depolymerization;GO:0007163//establishment or maintenance of cell polarity;GO:0030042//actin filament depolymerization;GO:0007265//Ras protein signal transduction;GO:0051014//actin filament severingK17261//adenylyl cyclase-associated proteinNP_587817.1//adenylyl cyclase-associated protein Cap1 [Schizosaccharomyces pombe 972h-]adenylyl cyclase-associated protein Cap1 (cap1), mRNA
2541895 NM_001020155.2121.15 150.77 152.28 SPAC22F8.04GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0071917//triose-phosphate transmembrane transporter activity;GO:0005457//GDP-fucose transmembrane transporter activity;GO:0089721//phosphoenolpyruvate transmembrane transporter activityGO:1990536//phosphoenolpyruvate transmembrane import into Golgi lumen;GO:0036085//GDP-fucose import into Golgi lumenK15279//solute carrier family 35 (GDP-fucose transporter), member C1NP_594727.1//triose phosphate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative triose phosphate transporter (SPAC22F8.04), mRNA
2540744 NM_001355828.1155.69 154.58 249.88 ptr3 GO:0005634//nucleus;GO:0005829//cytosolGO:0000287//magnesium ion binding;GO:0005524//ATP binding;GO:0004839//ubiquitin activating enzyme activityNA K03178//ubiquitin-activating enzyme E1 [EC:6.2.1.45]XP_013021258.1//ubiquitin activating enzyme E1 [Schizosaccharomyces cryophilus OY26]ubiquitin-activating enzyme E1 (ptr3), mRNA
2541855 NM_001020268.2111.58 98.89 105.52 rlp24 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0022625//cytosolic large ribosomal subunit;GO:0030687//preribosome, large subunit precursorGO:0003723//RNA binding;GO:0001671//ATPase activator activity;GO:0003735//structural constituent of ribosomeGO:1902626//assembly of large subunit precursor of preribosome;GO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0042273//ribosomal large subunit biogenesisK02896//large subunit ribosomal protein L24eNP_594839.1//ribosome biogenesis protein rlp24 [Schizosaccharomyces pombe 972h-]ribosome biogenesis protein rlp24 (rlp24), mRNA
2543315 NM_001019192.2127.66 134.11 244.46 SPAC6B12.07cGO:0005829//cytosol;GO:0005622//intracellularGO:0046872//metal ion binding;GO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activity;GO:0031624//ubiquitin conjugating enzyme bindingGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0032436//positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0000209//protein polyubiquitinationK01739//cystathionine gamma-synthase [EC:2.5.1.48];K16275NP_593762.2//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPAC6B12.07c), mRNA
2539979 NM_001023793.223.18 20.04 41.49 SPBC16A3.17cGO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0005215//transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK22134;K10866//DNA repair protein RAD50 [EC:3.6.-.-]NP_596772.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPBC16A3.17c), mRNA
2541062 NM_001020997.2214.64 205.98 259.59 tcg1 GO:0000784//nuclear chromosome, telomeric region;GO:0005829//cytosolGO:0003723//RNA binding;GO:0043047//single-stranded telomeric DNA bindingGO:0051321//meiotic cell cycle;GO:0000723//telomere maintenanceK14573//nucleolar protein 4;K13126//polyadenylate-binding proteinNP_595090.2//single-stranded telomeric binding protein Tgc1 [Schizosaccharomyces pombe 972h-]single-stranded telomeric-binding protein Tgc1 (tcg1), mRNA
2540393 NM_001022462.2109.01 113.88 52.74 SPBC19F5.03GO:0005783//endoplasmic reticulum;GO:0030173//integral component of Golgi membrane;GO:0005938//cell cortex;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005741//mitochondrial outer membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0042578//phosphoric ester hydrolase activity;GO:0034593//phosphatidylinositol bisphosphate phosphatase activityGO:0046856//phosphatidylinositol dephosphorylationK21797//phosphatidylinositol 4-phosphatase [EC:3.1.3.-]NP_596541.1//inositol polyphosphate phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative inositol polyphosphate phosphatase (SPBC19F5.03), mRNA
2541818 NM_001019819.2108.38 104.47 71.17 pub1 GO:0016020//membrane;GO:0005794//Golgi apparatus;GO:0071944//cell periphery;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0016874//ligase activity;GO:0005543//phospholipid bindingGO:1905530//negative regulation of uracil import across plasma membrane;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0034067//protein localization to Golgi apparatus;GO:0051453//regulation of intracellular pH;GO:0043162//ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:1905533//negative regulation of leucine import across plasma membraneK10591//E3 ubiquitin-protein ligase NEDD4 [EC:2.3.2.26]NP_594396.1//HECT-type ubiquitin-protein ligase E3 Pub1 [Schizosaccharomyces pombe 972h-]HECT-type ubiquitin-protein ligase E3 Pub1 (pub1), mRNA
2538824 NM_001023319.2132.91 136.31 118.05 SPCC1442.14cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000166//nucleotide binding;GO:0003824//catalytic activity;GO:0043530//adenosine 5'-monophosphoramidase activityGO:0009117//nucleotide metabolic processK01522//bis(5'-adenosyl)-triphosphatase [EC:3.6.1.29];K01518//bis(5'-nucleosidyl)-tetraphosphatase [EC:3.6.1.17];K14538//nuclear GTP-binding protein;K03099//son of sevenlessNP_588328.1//adenosine 5'-monophosphoramidase (predicted) [Schizosaccharomyces pombe 972h-]putative adenosine 5'-monophosphoramidase (SPCC1442.14c), mRNA
2541985 NM_001018752.2107.57 94.66 36.63 SPAC20G8.04cGO:0017133//mitochondrial electron transfer flavoprotein complex;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneGO:0043783//oxidoreductase activity, oxidizing metal ions with flavin as acceptor;GO:0004174//electron-transferring-flavoprotein dehydrogenase activity;GO:0009055//electron transfer activity;GO:0046872//metal ion binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0048039//ubiquinone bindingGO:0022904//respiratory electron transport chain;GO:0006116//NADH oxidationK00311//electron-transferring-flavoprotein dehydrogenase [EC:1.5.5.1]NP_593321.1//mitochondrial electron transfer flavoprotein-ubiquinone oxidoreductase (predicted) [Schizosaccharomyces pombe 972h-]putative electron transfer flavoprotein-ubiquinone oxidoreductase (SPAC20G8.04c), mRNA
2539304 NM_001023211.127.26 55.11 664.37 SPCC584.16cNA NA NA NA NP_588221.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC584.16c), partial mRNA
2543203 NM_001019795.2105.72 102.51 46.98 SPAC323.04 GO:0016020//membrane;GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0016887//ATPase activityNA K03235;K19589//release factor glutamine methyltransferase [EC:2.1.1.297]NP_594374.1//mitochondrial ATPase (predicted) [Schizosaccharomyces pombe 972h-]putative ATPase (SPAC323.04), mRNA
2540977 NM_001022007.2463.45 536.43 9293.47 hsp16 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0051082//unfolded protein binding;GO:0042802//identical protein bindingGO:0034620//cellular response to unfolded protein;GO:0071218//cellular response to misfolded protein;GO:0031990//mRNA export from nucleus in response to heat stress;GO:0061077//chaperone-mediated protein foldingK13993 NP_596091.1//heat shock protein Hsp16 [Schizosaccharomyces pombe 972h-]heat shock protein Hsp16 (hsp16), mRNA

14217743 NM_001021415.2106.18 109.64 75.02 SPBC651.07 NA NA NA NA NP_595505.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC651.07), partial mRNA
2540572 NM_001022275.2136.42 130.29 76.97 cct7 GO:0005634//nucleus;GO:0005832//chaperonin-containing T-complexGO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0006457//protein foldingK09499//T-complex protein 1 subunit etaXP_002174111.1//chaperonin-containing T-complex eta subunit Cct7 [Schizosaccharomyces japonicus yFS275]chaperonin-containing T-complex eta subunit Cct7 (cct7), mRNA
2541727 NM_001019180.2137.29 136.72 159.18 gdi1 GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0005093//Rab GDP-dissociation inhibitor activityGO:0006886//intracellular protein transport;GO:0007264//small GTPase mediated signal transduction;GO:0015031//protein transport;GO:0016192//vesicle-mediated transportK17255//Rab GDP dissociation inhibitorNP_593749.1//GDP dissociation inhibitor Gdi1 (predicted) [Schizosaccharomyces pombe 972h-]putative GDP dissociation inhibitor Gdi1 (gdi1), mRNA
2541774 NM_001020260.2127.73 120.57 96.64 rer1 GO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0030137//COPI-coated vesicle;GO:0000139//Golgi membraneNA GO:0006886//intracellular protein transport;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0006621//protein retention in ER lumenNA NP_594831.1//Rer1 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative Rer1 family protein (rer1), mRNA
3361415 NM_001356160.1118.75 123.39 60.83 lcb2 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0016740//transferase activity;GO:0030170//pyridoxal phosphate bindingGO:0009058//biosynthetic processK00654//serine palmitoyltransferase [EC:2.3.1.50]XP_013016892.1//serine palmitoyltransferase Lcb2 [Schizosaccharomyces octosporus yFS286]putative serine palmitoyltransferase Lcb2 (lcb2), mRNA
2540820 NM_001021752.2115.84 110.14 105.11 SPBC18E5.02cGO:0005783//endoplasmic reticulum;GO:0017059//serine C-palmitoyltransferase complex;GO:0016021//integral component of membraneGO:0004758//serine C-palmitoyltransferase activity;GO:0003824//catalytic activity;GO:0016740//transferase activity;GO:0030170//pyridoxal phosphate bindingGO:0009058//biosynthetic process;GO:0030148//sphingolipid biosynthetic processK00654//serine palmitoyltransferase [EC:2.3.1.50]NP_595848.1//serine palmitoyltransferase complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative serine palmitoyl transferase A subunit (SPBC18E5.02c), mRNA
2538932 NM_001022888.2128.48 134.46 47.96 SPCC31H12.03cGO:0005634//nucleusNA GO:0016973//poly(A)+ mRNA export from nucleusK18732//SAP domain-containing ribonucleoproteinNP_587896.1//RNA binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein (SPCC31H12.03c), mRNA
2542671 NM_001018881.2125.82 131.39 72.49 SPAC824.09cGO:0005794//Golgi apparatus;GO:0030136//clathrin-coated vesicle;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0005096//GTPase activator activityGO:0006888//ER to Golgi vesicle-mediated transport;GO:0051056//regulation of small GTPase mediated signal transduction;GO:0006891//intra-Golgi vesicle-mediated transportK12486//stromal membrane-associated proteinNP_593448.1//GTPase activating protein (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein (SPAC824.09c), mRNA
2539659 NM_001021309.2133.3 131.99 146.4 myo1 GO:0051286//cell tip;GO:0031097//medial cortex;GO:0044853//plasma membrane raft;GO:0043332//mating projection tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0051285//cell cortex of cell tip;GO:0030479//actin cortical patch;GO:0016459//myosin complex;GO:0030427//site of polarized growth;GO:0045160//myosin I complex;GO:0005628//prospore membrane;GO:0005826//actomyosin contractile ringGO:0051015//actin filament binding;GO:0005524//ATP binding;GO:0000146//microfilament motor activity;GO:0005543//phospholipid binding;GO:0030898//actin-dependent ATPase activityGO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0000147//actin cortical patch assembly;GO:0030036//actin cytoskeleton organization;GO:0044855//plasma membrane raft distribution;GO:0006897//endocytosis;GO:0051127//positive regulation of actin nucleation;GO:0045010//actin nucleationK10356//myosin INP_595402.1//myosin type I [Schizosaccharomyces pombe 972h-]myosin I myo1 (myo1), mRNA
2540428 NM_001022364.2141.82 149.79 75.6 SPBC2G2.16GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008270//zinc ion binding;GO:0004476//mannose-6-phosphate isomerase activityGO:0000032//cell wall mannoprotein biosynthetic process;GO:0006486//protein glycosylation;GO:0031505//fungal-type cell wall organization;GO:0005975//carbohydrate metabolic process;GO:0009298//GDP-mannose biosynthetic processK01809//mannose-6-phosphate isomerase [EC:5.3.1.8]NP_596445.1//mannose-6-phosphate isomerase (predicted) [Schizosaccharomyces pombe 972h-]putative mannose-6-phosphate isomerase (SPBC2G2.16), mRNA
2539193 NM_001023282.2116.59 79.53 37.3 SPCC191.03cGO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneNA NA NA NP_588292.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC191.03c), partial mRNA
2538738 NM_001022710.269.04 63.68 47.18 SPCC320.14 NA GO:0000287//magnesium ion binding;GO:0005524//ATP binding;GO:0008721//D-serine ammonia-lyase activity;GO:0030848//threo-3-hydroxyaspartate ammonia-lyase activity;GO:0042803//protein homodimerization activity;GO:0003941//L-serine ammonia-lyase activity;GO:0030170//pyridoxal phosphate binding;GO:0030378//serine racemase activityGO:0006520//cellular amino acid metabolic process;GO:0070178//D-serine metabolic process;GO:0042219//cellular modified amino acid catabolic process;GO:0006563//L-serine metabolic processK01754//threonine dehydratase [EC:4.3.1.19]NP_587715.1//threo-3-hydroxyaspartate ammonia-lyase (predicted) [Schizosaccharomyces pombe 972h-]putative threo-3-hydroxyaspartate ammonia-lyase (SPCC320.14), mRNA
2538844 NM_001022884.2103.84 142.02 392.94 pmp31 GO:0005774//vacuolar membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005886//plasma membraneNA GO:0051321//meiotic cell cycle;GO:0098655//cation transmembrane transport;GO:0042391//regulation of membrane potentialNA NP_587892.2//plasma membrane proteolipid Pmp31 [Schizosaccharomyces pombe 972h-]plasma membrane proteolipid Pmp31 (pmp31), mRNA
2541074 NM_001021394.2104.22 99.09 315.43 SPBC725.03 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004733//pyridoxamine-phosphate oxidase activity;GO:0010181//FMN bindingGO:0010144//pyridoxal phosphate biosynthetic process from pyridoxamineNA NP_595483.1//pyridoxamine 5'-phosphate oxidase (predicted) [Schizosaccharomyces pombe 972h-]putative pyridoxamine 5'-phosphate oxidase (SPBC725.03), mRNA
2540585 NM_001021560.2124.23 138.02 101.83 cwf7 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0000974//Prp19 complex;GO:0071011//precatalytic spliceosome;GO:0071014//post-mRNA release spliceosomal complex;GO:0071013//catalytic step 2 spliceosomeNA GO:0006397//mRNA processing;GO:0045292//mRNA cis splicing, via spliceosomeK12861//pre-mRNA-splicing factor SPF27NP_595665.1//splicing factor Cwf7 [Schizosaccharomyces pombe 972h-]splicing factor Cwf7 (cwf7), partial mRNA
2542937 NM_001018651.2145.51 129.65 189.49 cts1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0003883//CTP synthase activityGO:0006541//glutamine metabolic process;GO:0006241//CTP biosynthetic process;GO:0044210//'de novo' CTP biosynthetic process;GO:0006207//'de novo' pyrimidine nucleobase biosynthetic processK01937//CTP synthase [EC:6.3.4.2]NP_593254.1//CTP synthase Cts1 (predicted) [Schizosaccharomyces pombe 972h-]putative CTP synthase Cts1 (cts1), mRNA
2538815 NM_001023133.2141.24 123.97 52.02 rpl3402 GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02915//large subunit ribosomal protein L34eNP_588143.1//60S ribosomal protein L34 [Schizosaccharomyces pombe 972h-]60S ribosomal protein L34 (rpl3402), mRNA
2540229 NM_001022498.2124.38 135.4 93.83 atp15 GO:0000275//mitochondrial proton-transporting ATP synthase complex, catalytic core F(1);GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0005756//mitochondrial proton-transporting ATP synthase, central stalkGO:0046933//proton-transporting ATP synthase activity, rotational mechanismGO:0015986//ATP synthesis coupled proton transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK02135//F-type H+-transporting ATPase subunit epsilonNP_596577.1//F0-ATPase epsilon subunit (predicted) [Schizosaccharomyces pombe 972h-]putative F0-ATPase epsilon subunit atp15 (atp15), mRNA
2540763 NM_001022229.2110.63 118.32 206.44 ypt7 GO:0005774//vacuolar membrane;GO:0000329//fungal-type vacuole membrane;GO:0005829//cytosol;GO:0030906//retromer, cargo-selective complex;GO:1990816//vacuole-mitochondrion membrane contact siteGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0072665//protein localization to vacuole;GO:0006896//Golgi to vacuole transport;GO:0061191//positive regulation of vacuole fusion, non-autophagic;GO:0030100//regulation of endocytosis;GO:0042147//retrograde transport, endosome to Golgi;GO:0042144//vacuole fusion, non-autophagic;GO:0007035//vacuolar acidification;GO:0034727//piecemeal microautophagy of the nucleus;GO:0006886//intracellular protein transport;GO:0000011//vacuole inheritance;GO:0006897//endocytosis;GO:0016236//macroautophagyK07897//Ras-related protein Rab-7ANP_596307.1//GTPase Ypt7 [Schizosaccharomyces pombe 972h-]GTPase Ypt7 (ypt7), mRNA
2540359 NM_001022192.2181.4 171.72 412.71 SPBC30D10.14GO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activityNA K01061//carboxymethylenebutenolidase [EC:3.1.1.45]NP_596271.1//dienelactone hydrolase family (predicted) [Schizosaccharomyces pombe 972h-]putative dienelactone hydrolase family protein (SPBC30D10.14), mRNA
2542668 NM_001019582.2133.25 122.4 93.2 nsp1 GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0044615//nuclear pore nuclear basket;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0044613//nuclear pore central transport channelGO:0005487//nucleocytoplasmic transporter activity;GO:0017056//structural constituent of nuclear pore;GO:0005543//phospholipid bindingGO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0000054//ribosomal subunit export from nucleus;GO:0071426//ribonucleoprotein complex export from nucleus;GO:0006606//protein import into nucleus;GO:0000917//division septum assembly;GO:0051028//mRNA transportK14306//nuclear pore complex protein Nup62NP_594158.1//nucleoporin Nsp1 [Schizosaccharomyces pombe 972h-]nucleoporin Nsp1 (nsp1), mRNA
2540675 NM_001021840.2100.59 102.95 31.02 his5 GO:0005634//nucleus;GO:0005829//cytosolGO:0004424//imidazoleglycerol-phosphate dehydratase activityGO:0000105//histidine biosynthetic processK01693 NP_595932.1//imidazoleglycerol-phosphate dehydratase His5 [Schizosaccharomyces pombe 972h-]imidazoleglycerol-phosphate dehydratase His5 (his5), mRNA
2541706 NM_001019651.2124.17 130.41 121.05 tif45 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016281//eukaryotic translation initiation factor 4F complexGO:0003743//translation initiation factor activity;GO:0000339//RNA cap bindingGO:0000184//nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0002183//cytoplasmic translational initiation;GO:0006417//regulation of translationK03259//translation initiation factor 4ENP_594228.1//translation initiation factor eIF4E, 4F complex subunit [Schizosaccharomyces pombe 972h-]translation initiation factor eIF4E tif45 (tif45), mRNA
2540175 NM_001021074.2137.76 140.58 97.5 pre6 GO:0019773//proteasome core complex, alpha-subunit complex;GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004298//threonine-type endopeptidase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK02731//20S proteasome subunit alpha 4 [EC:3.4.25.1]NP_595165.1//20S proteasome component alpha 4 Pre6 [Schizosaccharomyces pombe 972h-]20S proteasome component alpha 4 Pre6 (pre6), mRNA
2539189 NM_001022802.2141.81 140.25 131.55 rpt4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0008540//proteasome regulatory particle, base subcomplexGO:0008233//peptidase activity;GO:0019904//protein domain specific binding;GO:0005524//ATP binding;GO:0036402//proteasome-activating ATPase activityGO:0070682//proteasome regulatory particle assembly;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0045899//positive regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0030163//protein catabolic process;GO:0006289//nucleotide-excision repairK03064//26S proteasome regulatory subunit T4XP_013019149.1//19S proteasome regulatory subunit Rpt4 [Schizosaccharomyces octosporus yFS286]putative proteasome regulatory subunit Rpt4 (rpt4), mRNA
2539736 NM_001021918.2152.54 165.78 208.03 glo1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004462//lactoylglutathione lyase activity;GO:0008270//zinc ion bindingGO:0006749//glutathione metabolic process;GO:0071470//cellular response to osmotic stress;GO:1990748//cellular detoxification;GO:0019243//methylglyoxal catabolic process to D-lactate via S-lactoyl-glutathioneK01759//lactoylglutathione lyase [EC:4.4.1.5]NP_596010.1//glyoxalase I [Schizosaccharomyces pombe 972h-]glyoxalase I glo1 (glo1), mRNA
2543479 NM_001019487.3138.61 180.52 192.45 gst3 GO:0005783//endoplasmic reticulum;GO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0004602//glutathione peroxidase activityGO:0019430//removal of superoxide radicals;GO:0006749//glutathione metabolic processK00799//glutathione S-transferase [EC:2.5.1.18]NP_594063.3//glutathione S-transferase Gst3 [Schizosaccharomyces pombe 972h-]glutathione S-transferase Gst3 (gst3), mRNA
9406902 NM_001356058.1130.69 151.73 86.33 SPAC4G9.22 NA NA NA NA XP_002742507.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC4G9.22), mRNA
2541825 NM_001020272.2124.68 126.22 66.97 glo3 GO:0030126//COPI vesicle coat;GO:0005794//Golgi apparatus;GO:0005793//endoplasmic reticulum-Golgi intermediate compartment;GO:0030137//COPI-coated vesicle;GO:0000139//Golgi membraneGO:0046872//metal ion binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0048205//COPI coating of Golgi vesicle;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0006888//ER to Golgi vesicle-mediated transportK12493//ADP-ribosylation factor GTPase-activating protein 2/3NP_594843.2//ARF GTPase activating protein (predicted) [Schizosaccharomyces pombe 972h-]putative ARF GTPase-activating protein (glo3), mRNA
2542456 NM_001019849.293.28 77.11 40.22 SPAC19G12.05GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0015137//citrate transmembrane transporter activity;GO:0005371//tricarboxylate secondary active transmembrane transporter activityGO:0055085//transmembrane transport;GO:0006843//mitochondrial citrate transport;GO:1990541//mitochondrial citrate transmembrane transport;GO:0006839//mitochondrial transportK15100//solute carrier family 25 (mitochondrial citrate transporter), member 1NP_594420.1//mitochondrial citrate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative citrate transporter (SPAC19G12.05), mRNA
2540671 NM_001022610.2168.7 173.29 227.76 SPBC215.10 GO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activity;GO:0016791//phosphatase activityNA NA NP_596687.1//haloacid dehalogenase-like hydrolase [Schizosaccharomyces pombe 972h-]haloacid dehalogenase-like hydrolase (SPBC215.10), mRNA
2540025 NM_001023770.2153.18 154.51 138.83 rpn12 GO:0005634//nucleus;GO:0008541//proteasome regulatory particle, lid subcomplex;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0000790//nuclear chromatinNA GO:0035103//sterol regulatory element binding protein cleavage;GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043248//proteasome assembly;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK03031//26S proteasome regulatory subunit N12NP_596750.2//19S proteasome regulatory subunit Rpn12 [Schizosaccharomyces pombe 972h-]19S proteasome regulatory subunit Rpn12 (rpn12), mRNA
2539425 NM_001023097.2129.15 122.23 55.23 vgl1 GO:0010494//cytoplasmic stress granule;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005844//polysomeGO:0003723//RNA bindingGO:0008298//intracellular mRNA localization;GO:0043488//regulation of mRNA stabilityK13210//far upstream element-binding proteinNP_588106.2//vigilin (predicted) [Schizosaccharomyces pombe 972h-]putative vigilin (vgl1), mRNA
2538942 NM_001355902.1128.99 132.45 181.57 SPCC1795.05cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0009041//uridylate kinase activity;GO:0005524//ATP binding;GO:0004127//cytidylate kinase activity;GO:0019205//nucleobase-containing compound kinase activityGO:0006221//pyrimidine nucleotide biosynthetic process;GO:0006139//nucleobase-containing compound metabolic process;GO:0006207//'de novo' pyrimidine nucleobase biosynthetic processK13800//UMP-CMP kinase [EC:2.7.4.- 2.7.4.14]NP_588039.1//uridylate kinase (predicted) [Schizosaccharomyces pombe 972h-]putative uridylate kinase (SPCC1795.05c), mRNA
2540409 NM_001022150.2131.83 130.21 85.14 nap2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0042393//histone bindingGO:0006334//nucleosome assemblyK11279//nucleosome assembly protein 1-like 1NP_596230.1//nucleosome assembly protein Nap2 (predicted) [Schizosaccharomyces pombe 972h-]putative nucleosome assembly protein Nap2 (nap2), mRNA
2543674 NM_001020059.2129.35 125.42 49.98 SPAC637.13cGO:0032126//eisosome;GO:0051285//cell cortex of cell tipGO:0035091//phosphatidylinositol bindingGO:0007009//plasma membrane organization;GO:0070941//eisosome assemblyNA NP_594631.1//cytoskeletal signaling protein (predicted) [Schizosaccharomyces pombe 972h-]putative cytoskeletal signaling protein (SPAC637.13c), mRNA
2538953 NM_001023327.2137.48 137.65 88.62 ret2 GO:0005634//nucleus;GO:0030126//COPI vesicle coat;GO:0005829//cytosol;GO:0000139//Golgi membraneNA GO:0006886//intracellular protein transport;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0015031//protein transportK20471//coatomer subunit deltaNP_588336.1//coatomer delta subunit Ret2 (predicted) [Schizosaccharomyces pombe 972h-]putative coatomer delta subunit Ret2 (ret2), mRNA
2541780 NM_001019031.2115.75 113.77 84.6 vma11 GO:0005774//vacuolar membrane;GO:0033179//proton-transporting V-type ATPase, V0 domain;GO:0000220//vacuolar proton-transporting V-type ATPase, V0 domain;GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneGO:0015078//hydrogen ion transmembrane transporter activity;GO:0046961//proton-transporting ATPase activity, rotational mechanismGO:0015991//ATP hydrolysis coupled proton transport;GO:0007035//vacuolar acidificationK02155//V-type H+-transporting ATPase 16kDa proteolipid subunitNP_593600.1//V-type ATPase V0 proteolipid subunit (predicted) [Schizosaccharomyces pombe 972h-]putative V-type ATPase V0 proteolipid subunit vma11 (vma11), mRNA
2539663 NM_001023852.2121.02 97.15 53.43 rpc40 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005666//DNA-directed RNA polymerase III complex;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA binding;GO:0001056//RNA polymerase III activity;GO:0001054//RNA polymerase I activity;GO:0046983//protein dimerization activityGO:0006360//transcription from RNA polymerase I promoter;GO:0042797//tRNA transcription from RNA polymerase III promoter;GO:0070893//transposon integration;GO:0006383//transcription from RNA polymerase III promoterK03027//DNA-directed RNA polymerases I and III subunit RPAC1NP_596831.1//DNA-directed RNA polymerase I and III subunit Rpc40 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase I and III subunit Rpc40 (rpc40), mRNA
2541562 NM_001018243.233.79 34.91 18.21 SPAC24B11.05GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016787//hydrolase activity;GO:0008253//5'-nucleotidase activityGO:0008152//metabolic process;GO:0006206//pyrimidine nucleobase metabolic processK18551 NP_592842.1//pyrimidine 5'-nucleotidase (predicted) [Schizosaccharomyces pombe 972h-]putative pyrimidine 5'-nucleotidase (SPAC24B11.05), mRNA
2543623 NM_001019254.2139.77 146.04 112.71 pts1 GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0019774//proteasome core complex, beta-subunit complexGO:0004298//threonine-type endopeptidase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0051603//proteolysis involved in cellular protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK02737//20S proteasome subunit beta 5 [EC:3.4.25.1]NP_593825.1//20S proteasome component beta 5 [Schizosaccharomyces pombe 972h-]20S proteasome component beta 5 (pts1), mRNA
2539120 NM_001023117.2100.73 112.35 108.14 SPCC23B6.04cGO:0005886//plasma membrane;GO:0005628//prospore membraneGO:0008526//phosphatidylinositol transporter activityGO:0045332//phospholipid translocationK01101;K19996NP_588127.1//sec14 cytosolic factor family (predicted) [Schizosaccharomyces pombe 972h-]putative sec14 family protein (SPCC23B6.04c), partial mRNA
2543024 NM_001020424.2287.55 240.11 15.01 SPAC1039.02GO:0016020//membrane;GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016787//hydrolase activity;GO:0008253//5'-nucleotidase activityGO:0046085//adenosine metabolic process;GO:0009166//nucleotide catabolic processNA NP_594993.1//phosphoprotein phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoprotein phosphatase (SPAC1039.02), mRNA
2541114 NM_001021085.2112.03 122.49 44.79 pex11 GO:0005779//integral component of peroxisomal membrane;GO:0005739//mitochondrion;GO:0005778//peroxisomal membraneNA GO:0007031//peroxisome organization;GO:0044375//regulation of peroxisome size;GO:0016559//peroxisome fissionK16231;K13352//peroxin-11BNP_595177.1//peroxisomal biogenesis factor 11 (predicted) [Schizosaccharomyces pombe 972h-]putative peroxin pex11 (pex11), mRNA
2540017 NM_001022335.2102.72 88.62 62.3 SPBC13A2.03GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0004605//phosphatidate cytidylyltransferase activityGO:0006658//phosphatidylserine metabolic process;GO:0006655//phosphatidylglycerol biosynthetic process;GO:0016024//CDP-diacylglycerol biosynthetic processK00981//phosphatidate cytidylyltransferase [EC:2.7.7.41]NP_596416.1//phosphatidate cytidylyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphatidate cytidylyltransferase (SPBC13A2.03), mRNA
2543004 NM_001020062.2133.1 132.96 68.07 SPAC12B10.02cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0006817//phosphate ion transport;GO:0006887//exocytosisNA NP_594634.1//endoplasmic reticulum resident protein required for packaging into COPII vesicles (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC12B10.02c), mRNA
2543256 NM_001020277.2120.86 142.23 667.56 psp3 GO:0000328//fungal-type vacuole lumen;GO:0005773//vacuoleGO:0004252//serine-type endopeptidase activity;GO:0008233//peptidase activityGO:0006508//proteolysis;GO:0007039//protein catabolic process in the vacuoleK01336//cerevisin [EC:3.4.21.48]NP_594848.1//vacuolar serine protease Psp3 (predicted) [Schizosaccharomyces pombe 972h-]putative serine protease Psp3 (psp3), mRNA

NR_151274.1 NR_151274.1 109.12 107.36 44.51 NA GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA NA NA NP_594070.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.889), miscRNA
2541549 NM_001019519.2120.67 118.24 33.58 mrpl19 GO:0005762//mitochondrial large ribosomal subunit;GO:0005737//cytoplasmGO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0032543//mitochondrial translation;GO:0006412//translation;GO:0000027//ribosomal large subunit assemblyK02867//large subunit ribosomal protein L11NP_594095.1//mitochondrial ribosomal protein subunit L19 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L19 (mrpl19), mRNA
2539026 NM_001023311.2136.71 144.64 346.22 pre8 GO:0019773//proteasome core complex, alpha-subunit complex;GO:0005634//nucleus;GO:0005829//cytosolGO:0008237//metallopeptidase activity;GO:0004298//threonine-type endopeptidase activity;GO:0008270//zinc ion binding;GO:0070628//proteasome bindingGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0016925//protein sumoylation;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0006974//cellular response to DNA damage stimulusK02726//20S proteasome subunit alpha 2 [EC:3.4.25.1]NP_588321.1//ubiquitin/metalloprotease fusion protein (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome core particle subunit alpha 2 Pre8 (pre8), mRNA
5802702 NM_001355865.1117.76 127.27 54.43 dga1 GO:0005783//endoplasmic reticulum;GO:0005811//lipid droplet;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0004144//diacylglycerol O-acyltransferase activityGO:0006071//glycerol metabolic process;GO:0035356//cellular triglyceride homeostasis;GO:0019915//lipid storage;GO:0140042//lipid droplet formation;GO:0019432//triglyceride biosynthetic process;GO:0010884//positive regulation of lipid storage;GO:0046339//diacylglycerol metabolic process;GO:0006672//ceramide metabolic processK14457//2-acylglycerol O-acyltransferase 2 [EC:2.3.1.22]XP_001713160.1//diacylglycerol O-acyltransferase Dga1 [Schizosaccharomyces pombe 972h-]diacylglycerol O-acyltransferase Dga1 (dga1), mRNA
2539841 NM_001022308.2127.54 113.78 71.62 SPBC17D1.05GO:0005829//cytosolNA NA K11245;K01183//chitinase [EC:3.2.1.14]NP_596387.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC17D1.05), mRNA
2539806 NM_001021787.2292.33 256.48 471.68 SPBC1711.08GO:0005829//cytosol;GO:0005737//cytoplasmGO:0001671//ATPase activator activity;GO:0051087//chaperone bindingGO:0006457//protein folding;GO:0006950//response to stress;GO:0034605//cellular response to heatNA NP_595881.1//chaperone activator Aha1 (predicted) [Schizosaccharomyces pombe 972h-]putative chaperone activator Aha1 (SPBC1711.08), mRNA
2543313 NM_001020325.2129.35 135.16 55.6 SPAPJ691.03GO:0005739//mitochondrion;GO:0044284//mitochondrial crista junction;GO:0061617//MICOS complexNA GO:0042407//cristae formationK17784//mitochondrial inner membrane organizing system protein 1NP_594896.1//mitochondrial conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPJ691.03), mRNA
2542262 NM_001020024.280.37 80.59 40.65 stm1 GO:0016020//membrane;GO:0016021//integral component of membraneGO:0015174//basic amino acid transmembrane transporter activityGO:0034488//basic amino acid transmembrane export from vacuole;GO:0060905//regulation of induction of conjugation upon nitrogen starvationK12386//cystinosinNP_594596.1//G-protein coupled receptor Stm1 [Schizosaccharomyces pombe 972h-]G-protein-coupled receptor Stm1 (stm1), mRNA
2542577 NM_001019859.2136.47 138.2 111.55 tpp1 GO:0005946//alpha,alpha-trehalose-phosphate synthase complex (UDP-forming)GO:0004805//trehalose-phosphatase activityGO:0005992//trehalose biosynthetic process;GO:0070413//trehalose metabolism in response to stress;GO:0005991//trehalose metabolic processK16055//trehalose 6-phosphate synthase/phosphatase [EC:2.4.1.15 3.1.3.12]NP_594430.1//trehalose-6-phosphate phosphatase Tpp1 [Schizosaccharomyces pombe 972h-]trehalose-6-phosphate phosphatase Tpp1 (tpp1), mRNA
2542354 NM_001020140.2124.54 135.47 91.94 phb1 GO:1990429//peroxisomal importomer complex;GO:0005743//mitochondrial inner membrane;GO:0005737//cytoplasmNA GO:0006457//protein folding;GO:0007007//inner mitochondrial membrane organization;GO:0000001//mitochondrion inheritance;GO:0001302//replicative cell aging;GO:0045861//negative regulation of proteolysis;GO:0070584//mitochondrion morphogenesisK17080//prohibitin 1NP_594713.1//prohibitin Phb1 (predicted) [Schizosaccharomyces pombe 972h-]putative prohibitin Phb1 (phb1), mRNA
2542763 NM_001020326.231.53 31.56 50.09 Tf2-7 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003964//RNA-directed DNA polymerase activity;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0004519//endonuclease activity;GO:0004190//aspartic-type endopeptidase activityGO:0015074//DNA integration;GO:0006310//DNA recombinationK07497 NP_594897.1//retrotransposable element [Schizosaccharomyces pombe 972h-]retrotransposable element (Tf2-7), mRNA
2539033 NM_001355932.180.25 86.15 215.3 SPCC1450.07cGO:0016021//integral component of membraneGO:0003884//D-amino-acid oxidase activity;GO:0071949//FAD bindingGO:1902114//D-valine metabolic process;GO:0046416//D-amino acid metabolic process;GO:0046436//D-alanine metabolic processK00272//D-aspartate oxidase [EC:1.4.3.1];K00273//D-amino-acid oxidase [EC:1.4.3.3]NP_588306.1//D-amino acid oxidase (predicted) [Schizosaccharomyces pombe 972h-]putative D-amino acid oxidase (SPCC1450.07c), mRNA
2538767 NM_001022875.2122.48 116.16 76.87 get4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0071818//BAT3 complexNA GO:0045048//protein insertion into ER membrane;GO:0016192//vesicle-mediated transportNA NP_587883.1//ER membrane insertion protein Get4 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Get4 (get4), mRNA
2540154 NM_001023824.291.6 97.21 104.69 SPBC16C6.05GO:0005840//ribosome;GO:0070992//translation initiation complex;GO:0005737//cytoplasm;GO:0022626//cytosolic ribosomeGO:0043022//ribosome binding;GO:0003743//translation initiation factor activity;GO:0003729//mRNA bindingGO:0002188//translation reinitiation;GO:0002192//IRES-dependent translational initiation of linear mRNA;GO:0002183//cytoplasmic translational initiation;GO:0001731//formation of translation preinitiation complexNA NP_596803.1//mitochondrial translation initiation factor (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial translation initiation factor (SPBC16C6.05), mRNA
2540190 NM_001021056.2118.21 125.95 62.94 stt3 GO:0005783//endoplasmic reticulum;GO:0008250//oligosaccharyltransferase complex;GO:0016021//integral component of membraneGO:0004579//dolichyl-diphosphooligosaccharide-protein glycotransferase activity;GO:0004576//oligosaccharyl transferase activityGO:0043687//post-translational protein modification;GO:0006486//protein glycosylation;GO:0018279//protein N-linked glycosylation via asparagine;GO:0006487//protein N-linked glycosylationK07151//dolichyl-diphosphooligosaccharide---protein glycosyltransferase [EC:2.4.99.18]NP_595148.1//oligosaccharyltransferase subunit Stt3 [Schizosaccharomyces pombe 972h-]oligosaccharyltransferase subunit Stt3 (stt3), mRNA
2541199 NM_001021154.256.88 47.11 46.63 its8 GO:0009277//fungal-type cell wall;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0051377//mannose-ethanolamine phosphotransferase activityGO:0006506//GPI anchor biosynthetic process;GO:0015867//ATP transport;GO:0071555//cell wall organizationK05285//phosphatidylinositol glycan, class N [EC:2.7.-.-]NP_595248.1//pig-N (predicted) [Schizosaccharomyces pombe 972h-]putative pig-N family GPI synthesis protein (its8), mRNA
2540999 NM_001022340.2128.24 120.76 46.12 SPBC4B4.04 GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0043022//ribosome binding;GO:0003743//translation initiation factor activity;GO:0003729//mRNA binding;GO:0000049//tRNA bindingGO:0002183//cytoplasmic translational initiation;GO:0006417//regulation of translationK15026//translation initiation factor 2ANP_596421.1//translation initiation factor eIF2A (predicted) [Schizosaccharomyces pombe 972h-]putative translation initiation factor eIF2A (SPBC4B4.04), mRNA
2542410 NM_001020119.2104.02 107.42 178.25 sec18 GO:0005794//Golgi apparatus;GO:0005737//cytoplasmGO:0000149//SNARE binding;GO:0005524//ATP binding;GO:0070300//phosphatidic acid binding;GO:0016887//ATPase activityGO:0035494//SNARE complex disassembly;GO:0048211//Golgi vesicle docking;GO:0042144//vacuole fusion, non-autophagic;GO:0048219//inter-Golgi cisterna vesicle-mediated transport;GO:0006886//intracellular protein transport;GO:0043001//Golgi to plasma membrane protein transport;GO:0048280//vesicle fusion with Golgi apparatus;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0000045//autophagosome assemblyK06027//vesicle-fusing ATPase [EC:3.6.4.6]NP_594690.1//secretory pathway protein Sec18 (predicted) [Schizosaccharomyces pombe 972h-]putative secretory pathway protein Sec18 (sec18), mRNA

NR_149857.1 NR_149857.1 138.06 124.7 57.02 NA GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0018444//translation release factor complex;GO:0005829//cytosolGO:0008022//protein C-terminus binding;GO:0016149//translation release factor activity, codon specificGO:0006353//DNA-templated transcription, termination;GO:0002184//cytoplasmic translational terminationK03265//peptide chain release factor subunit 1XP_013018837.1//translation release factor eRF1 [Schizosaccharomyces octosporus yFS286]antisense RNA (predicted) (SPNCRNA.1017), miscRNA
2541873 NM_001018457.2110.9 112.33 72.61 SPAC22G7.10GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005829//cytosolNA GO:0098789//pre-mRNA cleavage required for polyadenylation;GO:0006379//mRNA cleavage;GO:0006378//mRNA polyadenylationK14405//pre-mRNA 3'-end-processing factor FIP1NP_593059.1//fip1-like pre-mRNA polyadenylation factor [Schizosaccharomyces pombe 972h-]fip1-like pre-mRNA polyadenylation factor (SPAC22G7.10), mRNA
2542316 NM_001018473.2114.57 102.48 32.48 SPAC16C9.02cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003729//mRNA binding;GO:0017061//S-methyl-5-thioadenosine phosphorylase activityGO:0006537//glutamate biosynthetic process;GO:0006166//purine ribonucleoside salvage;GO:0019509//L-methionine salvage from methylthioadenosineK00772//5'-methylthioadenosine phosphorylase [EC:2.4.2.28]NP_593076.1//S-methyl-5-thioadenosine phosphorylase (predicted) [Schizosaccharomyces pombe 972h-]putative S-methyl-5-thioadenosine phosphorylase (SPAC16C9.02c), mRNA
2542652 NM_001018530.2129.57 122.81 79.66 gsk3 GO:0005634//nucleus;GO:0005829//cytosolGO:0004713//protein tyrosine kinase activity;GO:0004712//protein serine/threonine/tyrosine kinase activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0051301//cell division;GO:0006468//protein phosphorylation;GO:0051984//positive regulation of chromosome segregation;GO:1905342//positive regulation of protein localization to kinetochore;GO:0007049//cell cycle;GO:0033047//regulation of mitotic sister chromatid segregationK03083//glycogen synthase kinase 3 beta [EC:2.7.11.26]NP_593134.1//serine/threonine protein kinase Gsk3 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Gsk3 (gsk3), mRNA
2538921 NM_001022925.2118.26 115.89 29.53 rsm18 GO:0005840//ribosome;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrion;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02963//small subunit ribosomal protein S18NP_587934.1//mitochondrial ribosomal protein subunit S18 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S18 (rsm18), mRNA
2542971 NM_001018899.2122.6 121.01 61.82 SPAC105.02cGO:0005634//nucleus;GO:0005829//cytosolNA NA K06867//uncharacterized proteinNP_593466.1//ankyrin repeat-containing protein [Schizosaccharomyces pombe 972h-]ankyrin repeat-containing protein (SPAC105.02c), mRNA
2542920 NM_001018649.2154.97 138.75 56.49 sir1 GO:0010494//cytoplasmic stress granule;GO:0005829//cytosol;GO:0009337//sulfite reductase complex (NADPH);GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0020037//heme binding;GO:0010181//FMN binding;GO:0050311//sulfite reductase (ferredoxin) activity;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0004783//sulfite reductase (NADPH) activity;GO:0051536//iron-sulfur cluster binding;GO:0016002//sulfite reductase activityGO:0000103//sulfate assimilation;GO:0000097//sulfur amino acid biosynthetic process;GO:0070814//hydrogen sulfide biosynthetic process;GO:0019344//cysteine biosynthetic process;GO:0019419//sulfate reduction;GO:0009086//methionine biosynthetic processK00381 NP_593252.1//sulfite reductase Sir1 [Schizosaccharomyces pombe 972h-]sulfite reductase Sir1 (sir1), mRNA
2543158 NM_001019027.2122.57 128.18 125.73 SPAC607.07cGO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneNA NA NA NP_593596.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC607.07c), mRNA
2539125 NM_001022999.2104.57 97.11 64.55 tim9 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0042721//mitochondrial inner membrane protein insertion complex;GO:0042719//mitochondrial intermembrane space protein transporter complexGO:0046872//metal ion binding;GO:0051082//unfolded protein binding;GO:0008565//protein transporter activityGO:0072321//chaperone-mediated protein transport;GO:0015031//protein transport;GO:0045039//protein import into mitochondrial inner membraneK17777//mitochondrial import inner membrane translocase subunit TIM9NP_588008.1//Tim9-Tim10 complex subunit Tim9 (predicted) [Schizosaccharomyces pombe 972h-]putative Tim9-Tim10 complex subunit Tim9 (tim9), mRNA
2539622 NM_001021919.2108.48 117.2 123.9 SPBC12C2.11GO:0005829//cytosolGO:0097367//carbohydrate derivative bindingGO:1901135//carbohydrate derivative metabolic processK00820//glucosamine---fructose-6-phosphate aminotransferase (isomerizing) [EC:2.6.1.16]XP_013018224.1//glutamine-fructose-6-phosphate transaminase [Schizosaccharomyces octosporus yFS286]putative glutamine-fructose-6-phosphate transaminase (SPBC12C2.11), mRNA
2540292 NM_001021568.2123.09 124.64 105.26 rpb1 GO:0010494//cytoplasmic stress granule;GO:0005665//DNA-directed RNA polymerase II, core complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0001055//RNA polymerase II activity;GO:0003968//RNA-directed 5'-3' RNA polymerase activityGO:0019985//translesion synthesis;GO:0006366//transcription from RNA polymerase II promoterK03006//DNA-directed RNA polymerase II subunit RPB1 [EC:2.7.7.6]NP_595673.1//RNA polymerase II large subunit Rpb1 [Schizosaccharomyces pombe 972h-]RNA polymerase II large subunit Rpb1 (rpb1), mRNA
2543430 NM_001018960.2122.23 132.01 72.58 alo1 GO:0016020//membrane;GO:0031307//integral component of mitochondrial outer membrane;GO:0005739//mitochondrionGO:0003885//D-arabinono-1,4-lactone oxidase activity;GO:0050660//flavin adenine dinucleotide bindingGO:0070485//dehydro-D-arabinono-1,4-lactone biosynthetic process;GO:0051186//cofactor metabolic processK00107//D-arabinono-1,4-lactone oxidase [EC:1.1.3.37]NP_593526.1//D-arabinono-1,4-lactone oxidase (predicted) [Schizosaccharomyces pombe 972h-]putative D-arabinono-1,4-lactone oxidase (alo1), mRNA
2540023 NM_001022320.2125.79 117.34 62.65 SPBC11C11.10GO:0005634//nucleus;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0009982//pseudouridine synthase activityGO:0006396//RNA processing;GO:0031119//tRNA pseudouridine synthesis;GO:0006400//tRNA modification;GO:0001522//pseudouridine synthesis;GO:1990481//mRNA pseudouridine synthesisK03177//tRNA pseudouridine55 synthase [EC:5.4.99.25]NP_596400.1//tRNA pseudouridine synthase (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA pseudouridine synthase (SPBC11C11.10), partial mRNA
2542684 NM_001019575.2127.22 117.52 164.77 smb1 GO:0005685//U1 snRNP;GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0005687//U4 snRNP;GO:0005737//cytoplasm;GO:0046540//U4/U6 x U5 tri-snRNP complex;GO:0071013//catalytic step 2 spliceosome;GO:0071004//U2-type prespliceosome;GO:0005681//spliceosomal complex;GO:0030529//intracellular ribonucleoprotein complex;GO:0005829//cytosol;GO:0005682//U5 snRNP;GO:0071014//post-mRNA release spliceosomal complexGO:0003723//RNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0000395//mRNA 5'-splice site recognitionK11086//small nuclear ribonucleoprotein B and B'NP_594151.1//Sm snRNP core protein Smb1 [Schizosaccharomyces pombe 972h-]Sm snRNP core protein Smb1 (smb1), mRNA
2542310 NM_001019642.2114.37 103.82 58.77 vph1 GO:0000220//vacuolar proton-transporting V-type ATPase, V0 domain;GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0016471//vacuolar proton-transporting V-type ATPase complexGO:0005524//ATP binding;GO:0015078//hydrogen ion transmembrane transporter activity;GO:0051117//ATPase binding;GO:0046961//proton-transporting ATPase activity, rotational mechanismGO:0015986//ATP synthesis coupled proton transport;GO:0015991//ATP hydrolysis coupled proton transport;GO:0070072//vacuolar proton-transporting V-type ATPase complex assembly;GO:0007035//vacuolar acidificationK02154//V-type H+-transporting ATPase subunit aNP_594219.2//V-type ATPase V0 subunit a (predicted) [Schizosaccharomyces pombe 972h-]putative V-type ATPase V0 subunit a (vph1), mRNA
2543040 NM_001019440.2143.12 134.54 108.36 rpn11 GO:0005634//nucleus;GO:0008541//proteasome regulatory particle, lid subcomplex;GO:0034399//nuclear periphery;GO:0031595//nuclear proteasome complex;GO:0005739//mitochondrion;GO:0005737//cytoplasm;GO:0034515//proteasome storage granuleGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0046872//metal ion binding;GO:0008237//metallopeptidase activityGO:0046677//response to antibiotic;GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:1902906//proteasome storage granule assembly;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0046898//response to cycloheximide;GO:0016579//protein deubiquitination;GO:0016559//peroxisome fission;GO:0000266//mitochondrial fissionK03030//26S proteasome regulatory subunit N11NP_594014.1//19S proteasome regulatory subunit Rpn11 [Schizosaccharomyces pombe 972h-]19S proteasome regulatory subunit Rpn11 (rpn11), mRNA
5802929 NM_001356132.1116.59 122.25 59.58 cbs2 GO:0031588//nucleotide-activated protein kinase complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005641//nuclear envelope lumen;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0042802//identical protein binding;GO:0004679//AMP-activated protein kinase activity;GO:0016208//AMP binding;GO:0043539//protein serine/threonine kinase activator activity;GO:0030295//protein kinase activator activityGO:0007031//peroxisome organization;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0001302//replicative cell aging;GO:0007165//signal transduction;GO:0005975//carbohydrate metabolic process;GO:0006351//transcription, DNA-templated;GO:0045722//positive regulation of gluconeogenesisK07200//5'-AMP-activated protein kinase, regulatory gamma subunitXP_001713093.1//protein kinase activator (predicted) [Schizosaccharomyces pombe 972h-]putative protein kinase activator (cbs2), mRNA
2543471 NM_001019407.297.92 111.38 572.45 SPAC513.07 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0003824//catalytic activity;GO:0016491//oxidoreductase activity;GO:0050662//coenzyme bindingNA K17741 NP_593981.1//flavonol reductase/cinnamoyl-CoA reductase family [Schizosaccharomyces pombe 972h-]flavonol reductase/cinnamoyl-CoA reductase family (SPAC513.07), mRNA
2539729 NM_001021521.2106 104.35 108.16 ivn1 GO:0005783//endoplasmic reticulum;GO:0005770//late endosome;GO:0016021//integral component of membrane;GO:0005886//plasma membraneNA GO:0045332//phospholipid translocation;GO:0010570//regulation of filamentous growthNA NP_595627.1//CDC50 domain protein, implicated in signal transduction (predicted) [Schizosaccharomyces pombe 972h-]putative CDC50 domain-containing protein (ivn1), mRNA
2541809 NM_001018638.2187.88 253.59 182.44 dak1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0050354//triokinase activity;GO:0004371//glycerone kinase activityGO:0006071//glycerol metabolic process;GO:0019563//glycerol catabolic processK00863//triose/dihydroxyacetone kinase / FAD-AMP lyase (cyclizing) [EC:2.7.1.28 2.7.1.29 4.6.1.15]NP_593241.1//dihydroxyacetone kinase Dak1 [Schizosaccharomyces pombe 972h-]dihydroxyacetone kinase Dak1 (dak1), mRNA
2539888 NM_001022476.296.08 84.09 47.8 isd11 GO:0005759//mitochondrial matrix;GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005739//mitochondrionNA GO:0016226//iron-sulfur cluster assembly;GO:0034975//protein folding in endoplasmic reticulumK22069//LYR motif-containing protein 4NP_596555.1//mitochondrial iron sulfur cluster assembly protein Isd11 (predicted) [Schizosaccharomyces pombe 972h-]putative Fe-sulfur cluster assembly protein Isd11 (isd11), mRNA
2541011 NM_001021322.2133.3 125.13 56.46 rpb4 GO:0005665//DNA-directed RNA polymerase II, core complex;GO:0005634//nucleus;GO:0000932//P-body;GO:0016591//DNA-directed RNA polymerase II, holoenzymeGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0000166//nucleotide binding;GO:0031369//translation initiation factor bindingGO:0034402//recruitment of 3'-end processing factors to RNA polymerase II holoenzyme complex;GO:0000288//nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0045948//positive regulation of translational initiation;GO:0006366//transcription from RNA polymerase II promoter;GO:0031990//mRNA export from nucleus in response to heat stressK03012//DNA-directed RNA polymerase II subunit RPB4NP_595415.1//DNA-directed RNA polymerase II complex subunit Rpb4 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase II complex subunit Rpb4 (rpb4), mRNA
2540264 NM_001021504.2136.51 130.72 70.84 bem46 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0016788//hydrolase activity, acting on ester bondsNA K06889//uncharacterized proteinAAB53686.1//temperature sensitive supressor of Saccharomyces cerevisiae bem1/bud5, partial [Schizosaccharomyces pombe]putative esterase/lipase (bem46), mRNA
2540673 NM_001021614.2101.23 106.7 61.82 mug80 GO:0005634//nucleusGO:0016538//cyclin-dependent protein serine/threonine kinase regulator activity;GO:0019901//protein kinase bindingGO:0016239//positive regulation of macroautophagy;GO:0051321//meiotic cell cycle;GO:0000079//regulation of cyclin-dependent protein serine/threonine kinase activityNA NP_595716.1//cyclin Clg1 (predicted) [Schizosaccharomyces pombe 972h-]putative cyclin Clg1 (mug80), mRNA
2541805 NM_001019973.2120.9 121.94 105.3 pup1 GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0019774//proteasome core complex, beta-subunit complex;GO:0034515//proteasome storage granuleGO:0004298//threonine-type endopeptidase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0010499//proteasomal ubiquitin-independent protein catabolic processK02739//20S proteasome subunit beta 2 [EC:3.4.25.1]NP_594544.1//20S proteasome component beta 2 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome core particle subunit beta 2 (pup1), mRNA
2541906 NM_001019277.2122.71 119.46 38.13 vma13 GO:0000329//fungal-type vacuole membrane;GO:0000221//vacuolar proton-transporting V-type ATPase, V1 domainGO:0046961//proton-transporting ATPase activity, rotational mechanismGO:0015991//ATP hydrolysis coupled proton transport;GO:0007035//vacuolar acidificationK02144//V-type H+-transporting ATPase subunit HNP_593848.1//V-type ATPase V1 subunit H (predicted) [Schizosaccharomyces pombe 972h-]putative V-type ATPase V1 subunit H (vma13), partial mRNA
2541286 NM_001021653.2110.48 105.19 68.95 SPBC9B6.11cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004521//endoribonuclease activity;GO:0004527//exonuclease activity;GO:0051082//unfolded protein binding;GO:0031072//heat shock protein binding;GO:0051087//chaperone binding;GO:0019901//protein kinase bindingGO:0006457//protein folding;GO:0051301//cell division;GO:0006364//rRNA processing;GO:0050821//protein stabilization;GO:0007049//cell cycle;GO:0061077//chaperone-mediated protein foldingK09554//cell division cycle protein 37;K14812NP_595753.1//CCR4/nocturin family endoribonuclease (predicted) [Schizosaccharomyces pombe 972h-]putative CCR4/nocturin family endoribonuclease (SPBC9B6.11c), mRNA
2540936 NM_001021013.2119.91 131.28 37.64 atb2 GO:0005874//microtubule;GO:0005737//cytoplasmGO:0005200//structural constituent of cytoskeleton;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0098863//nuclear migration by microtubule mediated pushing forces;GO:0007017//microtubule-based processK07374//tubulin alphaXP_002175496.1//tubulin alpha 1 [Schizosaccharomyces japonicus yFS275]tubulin alpha 2 (atb2), mRNA
2540469 NM_001022573.2117.78 94.95 94.7 grn1 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorGO:0003723//RNA binding;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0000055//ribosomal large subunit export from nucleus;GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processing;GO:0015031//protein transportK14538//nuclear GTP-binding proteinNP_596651.1//GTPase Grn1 [Schizosaccharomyces pombe 972h-]GTPase Grn1 (grn1), mRNA
2541015 NM_001021368.291.03 72.72 28.76 SPBC409.08 GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0000297//spermine transmembrane transporter activity;GO:0005215//transporter activityGO:1903710//spermine transmembrane transport;GO:0055085//transmembrane transportK08157 NP_595458.1//spermine family transporter (predicted) [Schizosaccharomyces pombe 972h-]putative spermine family transporter (SPBC409.08), mRNA
2540197 NM_001021343.2112.48 114.35 42.85 vrs1 GO:0005829//cytosol;GO:0005739//mitochondrionGO:0004832//valine-tRNA ligase activity;GO:0005524//ATP binding;GO:0002161//aminoacyl-tRNA editing activityGO:0006438//valyl-tRNA aminoacylationK01873//valyl-tRNA synthetase [EC:6.1.1.9]XP_013025786.1//cytoplasmic valine-tRNA ligase Vrs1/Vas1 [Schizosaccharomyces cryophilus OY26]valine--tRNA (Val) ligase Vrs1/Vas1 (vrs1), mRNA
2541323 NM_001021296.2101.19 99.2 91.02 SPBP35G2.14GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA bindingNA K17974 NP_595389.2//RNA-binding protein [Schizosaccharomyces pombe 972h-]RNA-binding protein (SPBP35G2.14), mRNA
2541538 NM_001018246.289.48 89.01 30.16 SPAC24B11.08cGO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005783//endoplasmic reticulum;GO:0030173//integral component of Golgi membrane;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneNA GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK20367//endoplasmic reticulum-Golgi intermediate compartment protein 3NP_592845.1//COPII-coated vesicle component Erv46 (predicted) [Schizosaccharomyces pombe 972h-]putative COPII-coated vesicle-associated protein Erv46 (SPAC24B11.08c), mRNA
2542990 NM_001018211.272.55 84.19 36.28 SPAC11D3.16cGO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosolNA NA NA NP_592811.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC11D3.16c), mRNA
2539975 NM_001021924.2113.8 109.71 63.49 SPBC12C2.06GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0005730//nucleolus;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0071013//catalytic step 2 spliceosomeGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0006406//mRNA export from nucleus;GO:0010468//regulation of gene expression;GO:0008380//RNA splicing;GO:0010501//RNA secondary structure unwinding;GO:0002184//cytoplasmic translational terminationK18655//ATP-dependent RNA helicase DDX19/DBP5 [EC:3.6.4.13]NP_596016.1//cytoplasmic ATP-dependent RNA helicase Dbp5 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Dbp5 (SPBC12C2.06), mRNA
2540049 NM_001021061.2114.32 130.95 52.36 SPBC106.03 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0016491//oxidoreductase activityNA NA NP_595152.1//DUF1776 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC106.03), mRNA
2542140 NM_001019094.2100.35 108.29 179.66 pap1 GO:0090575//RNA polymerase II transcription factor complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0061408//positive regulation of transcription from RNA polymerase II promoter in response to heat stress;GO:0061404//positive regulation of transcription from RNA polymerase II promoter in response to increased salt;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0071313//cellular response to caffeine;GO:0034599//cellular response to oxidative stress;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0036091//positive regulation of transcription from RNA polymerase II promoter in response to oxidative stress;GO:0036252//positive regulation of transcription from RNA polymerase II promoter in response to menadioneK09043 NP_593662.1//transcription factor Pap1/Caf3 [Schizosaccharomyces pombe 972h-]transcription factor Pap1/Caf3 (pap1), mRNA
9407128 NM_001356040.162.16 72.33 60.91 ecl2 GO:0005634//nucleusNA NA NA XP_002788940.1//extender of the chronological lifespan protein Ecl2 [Schizosaccharomyces pombe 972h-]protein Ecl2 (ecl2), mRNA
2543681 NM_001018777.2107.71 101.53 160.29 SPAC9.02c GO:0005737//cytoplasmGO:0004059//aralkylamine N-acetyltransferase activity;GO:0008080//N-acetyltransferase activity;GO:0004145//diamine N-acetyltransferase activityGO:0006325//chromatin organizationK19952//guanine nucleotide exchange factorNP_593345.1//polyamine N-acetyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative polyamine N-acetyltransferase (SPAC9.02c), mRNA
2542724 NM_001356043.195.01 99.35 75.53 vps1 GO:0000329//fungal-type vacuole membrane;GO:0030479//actin cortical patch;GO:0005770//late endosome;GO:0005794//Golgi apparatus;GO:0005777//peroxisomeGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0045053//protein retention in Golgi apparatus;GO:0006623//protein targeting to vacuole;GO:0030036//actin cytoskeleton organization;GO:0060988//lipid tube assembly;GO:0006897//endocytosis;GO:0016559//peroxisome fissionK17065//dynamin 1-like protein [EC:3.6.5.5]XP_013023072.1//dynamin family protein Vps1 [Schizosaccharomyces cryophilus OY26]dynamin family protein Vps1 (vps1), mRNA
2538734 NM_001023131.295.54 87.49 43.99 ade6 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0004638//phosphoribosylaminoimidazole carboxylase activityGO:0006144//purine nucleobase metabolic process;GO:0009113//purine nucleobase biosynthetic process;GO:0006189//'de novo' IMP biosynthetic processK11808 NP_588141.1//phosphoribosylaminoimidazole carboxylase Ade6 [Schizosaccharomyces pombe 972h-]phosphoribosylaminoimidazole carboxylase Ade6 (ade6), mRNA
2539522 NM_001023425.2101.37 89.42 79.44 ret3 GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0030126//COPI vesicle coat;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0000139//Golgi membraneGO:0003723//RNA binding;GO:0005524//ATP binding;GO:0004831//tyrosine-tRNA ligase activityGO:0006886//intracellular protein transport;GO:0032543//mitochondrial translation;GO:0043039//tRNA aminoacylation;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0015031//protein transport;GO:0006437//tyrosyl-tRNA aminoacylationK01866//tyrosyl-tRNA synthetase [EC:6.1.1.1];K20472//coatomer subunit zetaNP_588433.1//mitochondrial tyrosine-tRNA ligase (predicted) [Schizosaccharomyces pombe 972h-]putative coatomer zeta subunit protein (ret3), mRNA
2543250 NM_001019498.2125.75 122.23 61.92 fcf2 GO:0005634//nucleus;GO:0005730//nucleolusNA GO:0006364//rRNA processingK01867//tryptophanyl-tRNA synthetase [EC:6.1.1.2]NP_594087.3//rRNA processing protein Fcf2 (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA processing protein Fcf2 (fcf2), partial mRNA
2540702 NM_001022265.292.42 105.72 66.3 SPBC19F8.03cGO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0030136//clathrin-coated vesicleGO:0030276//clathrin binding;GO:0005545//1-phosphatidylinositol binding;GO:0005546//phosphatidylinositol-4,5-bisphosphate bindingGO:0006886//intracellular protein transport;GO:0048268//clathrin coat assembly;GO:0006897//endocytosisK20044//phosphatidylinositol-binding clathrin assembly proteinNP_596345.1//ENTH/VHS domain protein (predicted) [Schizosaccharomyces pombe 972h-]putative ENTH/VHS domain protein (SPBC19F8.03c), mRNA
2541034 NM_001355803.1124.27 110.07 52.11 ade1 GO:0005829//cytosolGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0004641//phosphoribosylformylglycinamidine cyclo-ligase activity;GO:0004637//phosphoribosylamine-glycine ligase activityGO:0009113//purine nucleobase biosynthetic process;GO:0006189//'de novo' IMP biosynthetic processK11788 NP_596304.1//phosphoribosylamine-glycine ligase [Schizosaccharomyces pombe 972h-]phosphoribosylamine-glycine ligase (ade1), mRNA
2540811 NM_001022081.282.28 111.43 66.88 SPBC19C7.05GO:0043231//intracellular membrane-bounded organelle;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0016192//vesicle-mediated transportNA NP_596161.1//cell wall organization protein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC19C7.05), mRNA
2543595 NM_001019125.2126.62 148.51 125.2 cmb1 GO:0005634//nucleus;GO:0005739//mitochondrionGO:0003677//DNA binding;GO:0032141//single cytosine insertion binding;GO:0003684//damaged DNA binding;GO:0035487//thymine/thymine mispair bindingGO:0006281//DNA repairK11680//non-histone protein 10NP_593693.1//cytosine-mismatch binding protein 1 [Schizosaccharomyces pombe 972h-]cytosine-mismatch-binding protein 1 (cmb1), mRNA
2542560 NM_001020033.2109.33 108.48 46.65 slc1 GO:0016020//membrane;GO:0005783//endoplasmic reticulum;GO:0005811//lipid droplet;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0003841//1-acylglycerol-3-phosphate O-acyltransferase activity;GO:0016411//acylglycerol O-acyltransferase activityGO:0046474//glycerophospholipid biosynthetic processK13509//lysophosphatidate acyltransferase [EC:2.3.1.51]NP_594605.1//1-acylglycerol-3-phosphate O-acyltransferase Slc1 (predicted) [Schizosaccharomyces pombe 972h-]putative 1-acylglycerol-3-phosphate O-acyltransferase Slc1 (slc1), mRNA
2540087 NM_001021506.2126.85 111.29 80.22 SPBC32H8.05GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorNA NA NA NP_595611.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC32H8.05), partial mRNA
2540319 NM_001022190.269.04 70.21 32.64 pha2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004664//prephenate dehydratase activity;GO:0004106//chorismate mutase activityGO:0009094//L-phenylalanine biosynthetic processK04518 NP_596269.2//phrenate dehydratase [Schizosaccharomyces pombe 972h-]phrenate dehydratase (pha2), mRNA
2540634 NM_001022667.2123.33 128.5 142.72 SPBC3F6.02cGO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005789//endoplasmic reticulum membraneGO:0047012//sterol-4-alpha-carboxylate 3-dehydrogenase (decarboxylating) activity;GO:0016853//isomerase activity;GO:0003854//3-beta-hydroxy-delta5-steroid dehydrogenase activity;GO:0103066//4alpha-carboxy-4beta-methyl-5alpha-cholesta-8-en-3beta-ol:NAD(P)+ 3-oxidoreductase (decarboxylating) activity;GO:0000252//C-3 sterol dehydrogenase (C-4 sterol decarboxylase) activity;GO:0103067//4alpha-carboxy-5alpha-cholesta-8-en-3beta-ol:NAD(P)+ 3-dehydrogenase (decarboxylating) activityGO:0006694//steroid biosynthetic process;GO:0006696//ergosterol biosynthetic processK07748//sterol-4alpha-carboxylate 3-dehydrogenase (decarboxylating) [EC:1.1.1.170]NP_596741.1//3 beta-hydroxysteroid dehydrogenase/delta 5--putative 3 beta-hydroxysteroid dehydrogenase/delta 5-to-4-isomerase (SPBC3F6.02c), mRNA
2541888 NM_001020275.2106.65 94.63 122.08 hsf1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:1900036//positive regulation of cellular response to heatK09419//heat shock transcription factor, other eukaryoteNP_594846.1//transcription factor Hsf1 [Schizosaccharomyces pombe 972h-]transcription factor Hsf1 (hsf1), mRNA
3361462 NM_001356115.1130.96 139.39 158.02 rpt5 GO:0031595//nuclear proteasome complex;GO:0005829//cytosol;GO:0031597//cytosolic proteasome complex;GO:0008540//proteasome regulatory particle, base subcomplexGO:0005524//ATP binding;GO:0017025//TBP-class protein binding;GO:0036402//proteasome-activating ATPase activity;GO:0016887//ATPase activityGO:0070682//proteasome regulatory particle assembly;GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0045899//positive regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0030433//ubiquitin-dependent ERAD pathwayK03065//26S proteasome regulatory subunit T5XP_001713083.1//19S proteasome regulatory subunit Rpt5 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome regulatory subunit Rpt5 (rpt5), mRNA
2542247 NM_001018803.2113.67 117.15 92.95 sec21 GO:0005768//endosome;GO:0030126//COPI vesicle coat;GO:0005829//cytosol;GO:0000139//Golgi membraneGO:0005198//structural molecule activityGO:0006886//intracellular protein transport;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0006888//ER to Golgi vesicle-mediated transportK17267//coatomer subunit gammaNP_593371.1//coatomer gamma subunit Sec21 (predicted) [Schizosaccharomyces pombe 972h-]putative coatomer gamma subunit Sec21 (sec21), mRNA
2541245 NM_001021464.2101.57 100.01 58.39 irs1 GO:0005829//cytosolGO:0005524//ATP binding;GO:0002161//aminoacyl-tRNA editing activity;GO:0000049//tRNA binding;GO:0004822//isoleucine-tRNA ligase activityGO:0006428//isoleucyl-tRNA aminoacylationK01870//isoleucyl-tRNA synthetase [EC:6.1.1.5]XP_013025906.1//cytoplasmic isoleucine-tRNA ligase Irs1 [Schizosaccharomyces cryophilus OY26]putative isoleucine--tRNA(Ile) ligase Irs1 (irs1), mRNA
2539354 NM_001023393.2113.88 129.75 169.89 SPCC4F11.03cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_588402.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC4F11.03c), mRNA
2538842 NM_001023314.259.46 46.71 33.74 trp3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005950//anthranilate synthase complex;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004049//anthranilate synthase activityGO:0000162//tryptophan biosynthetic processK01657//anthranilate synthase component I [EC:4.1.3.27]NP_588323.1//anthranilate synthase component I (predicted) [Schizosaccharomyces pombe 972h-]putative anthranilate synthase component I (trp3), mRNA

14217260 NM_001355859.1105.65 123.54 59.07 tam14 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0015031//protein transportNA XP_004001737.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]protein tam14 (tam14), partial mRNA
2542230 NM_001020218.265.69 77.33 182.62 SPAC1B3.06cGO:0005634//nucleus;GO:0005829//cytosolGO:0008168//methyltransferase activityNA K00559//sterol 24-C-methyltransferase [EC:2.1.1.41];K00568NP_594790.1//UbiE family methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative UbiE family methyltransferase (SPAC1B3.06c), mRNA
2540998 NM_001021426.2123.41 114.11 109.11 ptp4 GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0004143//diacylglycerol kinase activity;GO:0016779//nucleotidyltransferase activityGO:0016192//vesicle-mediated transport;GO:0006654//phosphatidic acid biosynthetic processK16368 NP_595517.1//phosphatidate cytidylyltransferase Ptp4 (predicted) [Schizosaccharomyces pombe 972h-]putative phosphatidate cytidylyltransferase Ptp4 (ptp4), mRNA
2542690 NM_001020041.2109.82 102.98 40.19 smd1 GO:0005685//U1 snRNP;GO:0005686//U2 snRNP;GO:0046540//U4/U6 x U5 tri-snRNP complex;GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complex;GO:0071011//precatalytic spliceosome;GO:0097526//spliceosomal tri-snRNP complex;GO:0005634//nucleus;GO:0034719//SMN-Sm protein complex;GO:0005687//U4 snRNP;GO:0071013//catalytic step 2 spliceosome;GO:0034715//pICln-Sm protein complex;GO:0071010//prespliceosome;GO:0071004//U2-type prespliceosome;GO:0005682//U5 snRNP;GO:0005689//U12-type spliceosomal complex;GO:0000243//commitment complexGO:0003723//RNA binding;GO:0003729//mRNA bindingGO:0000395//mRNA 5'-splice site recognition;GO:0000245//spliceosomal complex assembly;GO:0045292//mRNA cis splicing, via spliceosome;GO:0000387//spliceosomal snRNP assemblyK11087//small nuclear ribonucleoprotein D1NP_594613.1//Sm snRNP core protein Smd1 [Schizosaccharomyces pombe 972h-]Sm snRNP core protein Smd1 (smd1), mRNA
2540715 NM_001022512.2114.48 120.21 50.95 SPBC21C3.12cGO:0005634//nucleus;GO:0005829//cytosolGO:0047134//protein-disulfide reductase activity;GO:0004601//peroxidase activityGO:0098869//cellular oxidant detoxificationNA NP_596592.1//DUF953 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC21C3.12c), mRNA
2539735 NM_001021026.285.57 87.56 54.09 SPBC1773.04NA GO:0003824//catalytic activity;GO:0043892//methylglyoxal reductase (NADPH-dependent) activity;GO:0050662//coenzyme bindingGO:0006696//ergosterol biosynthetic processK17741 NP_595119.1//methylglyoxyl reductase (NADPH-dependent) [Schizosaccharomyces pombe 972h-]methylglyoxyl reductase (NADPH-dependent) (SPBC1773.04), mRNA
2542248 NM_001356075.1108.4 124.62 90.32 ypt5 GO:0005634//nucleus;GO:0031901//early endosome membrane;GO:0005770//late endosome;GO:0005829//cytosol;GO:0005886//plasma membraneGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0007264//small GTPase mediated signal transduction;GO:0006897//endocytosis;GO:0033157//regulation of intracellular protein transport;GO:0034058//endosomal vesicle fusion;GO:0015031//protein transportK07889//Ras-related protein Rab-5CNP_593907.1//GTPase Ypt5 [Schizosaccharomyces pombe 972h-]GTPase Ypt5 (ypt5), mRNA
2543462 NM_001019314.294.67 83.45 21.83 SPAC644.16 GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005849//mRNA cleavage factor complexGO:0003723//RNA binding;GO:0003729//mRNA bindingGO:0098789//pre-mRNA cleavage required for polyadenylation;GO:0033621//nuclear-transcribed mRNA catabolic process, meiosis-specific transcripts;GO:0031124//mRNA 3'-end processing;GO:0006379//mRNA cleavage;GO:0006378//mRNA polyadenylationK14407//cleavage stimulation factor subunit 2NP_593884.1//RNA-binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein (SPAC644.16), mRNA
2541189 NM_001022244.2132.16 137.82 101.96 SPBC776.07 GO:0005759//mitochondrial matrix;GO:0005737//cytoplasmNA GO:0070131//positive regulation of mitochondrial translationK15414//complement component 1 Q subcomponent-binding protein, mitochondrialNP_596322.1//mitochondrial Mam33 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative Mam33 family protein (SPBC776.07), mRNA
2542273 NM_001019015.287.53 75.68 20.69 SPAC17H9.13cGO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0005524//ATP binding;GO:0004349//glutamate 5-kinase activityGO:0006561//proline biosynthetic process;GO:0006536//glutamate metabolic process;GO:0055129//L-proline biosynthetic processK00931 NP_593583.1//glutamate 5-kinase (predicted) [Schizosaccharomyces pombe 972h-]putative glutamate 5-kinase (SPAC17H9.13c), mRNA
2539348 NM_001022928.2108.35 99.7 30.24 nup61 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0034399//nuclear peripheryGO:0008536//Ran GTPase bindingGO:0046907//intracellular transport;GO:0006913//nucleocytoplasmic transport;GO:0015031//protein transport;GO:0051028//mRNA transportK18722 NP_587937.2//nucleoporin Nup61 [Schizosaccharomyces pombe 972h-]nucleoporin Nup61 (nup61), mRNA
2543497 NM_001019791.2160.19 152.43 60.1 fas1 GO:0005835//fatty acid synthase complex;GO:0005811//lipid droplet;GO:0005829//cytosolGO:0004320//oleoyl-[acyl-carrier-protein] hydrolase activity;GO:0004317//3-hydroxypalmitoyl-[acyl-carrier-protein] dehydratase activity;GO:0004313//[acyl-carrier-protein] S-acetyltransferase activity;GO:0004319//enoyl-[acyl-carrier-protein] reductase (NADPH, B-specific) activity;GO:0016296//palmitoyl-[acyl-carrier-protein] hydrolase activity;GO:0047451//3-hydroxyoctanoyl-[acyl-carrier-protein] dehydratase activity;GO:0004314//[acyl-carrier-protein] S-malonyltransferase activity;GO:0016295//myristoyl-[acyl-carrier-protein] hydrolase activity;GO:0016409//palmitoyltransferase activity;GO:0004318//enoyl-[acyl-carrier-protein] reductase (NADH) activity;GO:0004321//fatty-acyl-CoA synthase activity;GO:0019171//3-hydroxyacyl-[acyl-carrier-protein] dehydratase activity;GO:0004312//fatty acid synthase activityGO:0042759//long-chain fatty acid biosynthetic process;GO:0006633//fatty acid biosynthetic processK00668 NP_594370.1//fatty acid synthase beta subunit Fas1 [Schizosaccharomyces pombe 972h-]fatty acid synthase beta subunit Fas1 (fas1), mRNA
2542376 NM_001019659.2135.22 119.08 48.7 SPAC17A2.02cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_594236.1//DUF887 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC17A2.02c), mRNA
2539685 NM_001021328.399.01 106.03 38.35 anp1 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0000137//Golgi cis cisterna;GO:0005789//endoplasmic reticulum membrane;GO:0000136//alpha-1,6-mannosyltransferase complexGO:0000009//alpha-1,6-mannosyltransferase activityGO:0097502//mannosylation;GO:0000032//cell wall mannoprotein biosynthetic process;GO:0006487//protein N-linked glycosylationK05533//mannan polymerase II complex ANP1 subunit [EC:2.4.1.-]NP_595421.2//mannosyltransferase complex subunit, Anp family (predicted) [Schizosaccharomyces pombe 972h-]putative Anp family mannosyltransferase complex subunit (anp1), mRNA
2538894 NM_001023127.298.42 108.85 162.03 SPCC1322.09GO:0005794//Golgi apparatusNA NA NA NP_588137.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1322.09), mRNA
2542673 NM_001019578.294.85 75.39 25.84 SPAC26A3.11GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0050152//omega-amidase activity;GO:0016810//hydrolase activity, acting on carbon-nitrogen (but not peptide) bondsGO:0006107//oxaloacetate metabolic process;GO:0006807//nitrogen compound metabolic process;GO:1990748//cellular detoxificationK13566//omega-amidase [EC:3.5.1.3]NP_594154.1//amidohydrolase [Schizosaccharomyces pombe 972h-]amidohydrolase (SPAC26A3.11), mRNA
2539190 NM_001023061.2116.84 114.84 54.57 ubc11 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0005524//ATP binding;GO:0031625//ubiquitin protein ligase binding;GO:0061631//ubiquitin conjugating enzyme activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:1902426//deactivation of mitotic spindle assembly checkpoint;GO:0051301//cell division;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0007049//cell cycle;GO:0000209//protein polyubiquitinationK06688//ubiquitin-conjugating enzyme E2 C [EC:2.3.2.23]NP_588069.1//ubiquitin conjugating enzyme E2-C, Ubc11 [Schizosaccharomyces pombe 972h-]ubiquitin-conjugating enzyme E2-C Ubc11 (ubc11), mRNA
2540073 NM_001023841.2117.51 123.13 114.64 SPBC1539.07cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0008270//zinc ion binding;GO:0051903//S-(hydroxymethyl)glutathione dehydrogenase activityGO:0006069//ethanol oxidation;GO:0046294//formaldehyde catabolic processK00121//S-(hydroxymethyl)glutathione dehydrogenase / alcohol dehydrogenase [EC:1.1.1.284 1.1.1.1]NP_596821.1//glutathione-dependent formaldehyde dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative glutathione-dependent formaldehyde dehydrogenase (SPBC1539.07c), mRNA
2540652 NM_001021390.295.63 94.68 33.68 SPBC4.06 GO:0005739//mitochondrionGO:0003993//acid phosphatase activityGO:0006644//phospholipid metabolic processK01078 NP_595479.1//acid phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative acid phosphatase (SPBC4.06), mRNA
2539421 NM_001022752.294.01 86.9 48.7 SPCC794.11cGO:0005768//endosome;GO:0030125//clathrin vesicle coat;GO:0030479//actin cortical patch;GO:0005794//Golgi apparatus;GO:0005829//cytosolGO:0080025//phosphatidylinositol-3,5-bisphosphate binding;GO:0030276//clathrin binding;GO:0032266//phosphatidylinositol-3-phosphate binding;GO:0005546//phosphatidylinositol-4,5-bisphosphate bindingGO:0032511//late endosome to vacuole transport via multivesicular body sorting pathway;GO:0007015//actin filament organization;GO:0000147//actin cortical patch assembly;GO:0030036//actin cytoskeleton organization;GO:0006895//Golgi to endosome transport;GO:0034498//early endosome to Golgi transport;GO:0006897//endocytosisK12471//epsinNP_587759.1//ENTH/VHS domain protein Ent3 (predicted) [Schizosaccharomyces pombe 972h-]putative ENTH/VHS domain-containing protein Ent3 (SPCC794.11c), mRNA
2541066 NM_001023810.2113.27 98.61 67.59 SPBC543.02cGO:0005829//cytosolGO:0030544//Hsp70 protein bindingNA K09527//DnaJ homolog subfamily C member 7NP_596790.1//DNAJ/TPR domain protein DNAJC7 family [Schizosaccharomyces pombe 972h-]DNAJ/TPR domain protein DNAJC7 family (SPBC543.02c), mRNA
2541787 NM_001020276.223.55 21.38 9.26 SPAC2E12.03cGO:0051286//cell tip;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0032153//cell division siteGO:0015174//basic amino acid transmembrane transporter activityGO:0003333//amino acid transmembrane transportNA NP_594847.1//PQ loop protein [Schizosaccharomyces pombe 972h-]PQ loop protein (SPAC2E12.03c), mRNA
2540853 NM_001021101.2104.55 113.28 72.73 rhb1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0019897//extrinsic component of plasma membraneGO:0019003//GDP binding;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0015819//lysine transport;GO:0007264//small GTPase mediated signal transduction;GO:0042147//retrograde transport, endosome to Golgi;GO:1905589//positive regulation of L-arginine import across plasma membrane;GO:0071851//mitotic G1 cell cycle arrest in response to nitrogen starvation;GO:0015809//arginine transportK07208//Ras homolog enriched in brainNP_595194.1//Rheb GTPase Rhb1 [Schizosaccharomyces pombe 972h-]Rheb GTPase Rhb1 (rhb1), mRNA
2540694 NM_001022086.2108.2 109.32 86.21 bqt4 GO:0005634//nucleus;GO:1990862//nuclear membrane complex Bqt3-Bqt4;GO:0005639//integral component of nuclear inner membrane;GO:0005737//cytoplasmGO:0003677//DNA bindingGO:0051301//cell division;GO:0070197//meiotic attachment of telomere to nuclear envelope;GO:0044820//mitotic telomere tethering at nuclear peripheryK11294//nucleolinNP_596166.1//bouquet formation protein Bqt4 [Schizosaccharomyces pombe 972h-]bouquet formation protein Bqt4 (bqt4), mRNA
2541080 NM_001355774.186.97 82.1 25.16 ppk29 GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0007015//actin filament organization;GO:0000147//actin cortical patch assembly;GO:0030100//regulation of endocytosis;GO:0006468//protein phosphorylationK08853//AP2-associated kinase [EC:2.7.11.1];K08286NP_596027.1//Ark1/Prk1 family protein kinase Ppk29 [Schizosaccharomyces pombe 972h-]Ark1/Prk1 family protein kinase Ppk29 (ppk29), mRNA
2541268 NM_001022091.2129.46 129.55 106.82 mts4 GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0034515//proteasome storage granule;GO:0008540//proteasome regulatory particle, base subcomplexGO:0030234//enzyme regulator activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0042176//regulation of protein catabolic processK03028//26S proteasome regulatory subunit N1NP_596171.1//19S proteasome regulatory subunit Mts4 [Schizosaccharomyces pombe 972h-]19S proteasome regulatory subunit Mts4 (mts4), mRNA
2540177 NM_001021802.2125.83 138.77 83.91 SPBC17G9.06cGO:0005634//nucleus;GO:0005829//cytosolGO:0016746//transferase activity, transferring acyl groupsGO:0019290//siderophore biosynthetic processK22151 NP_595895.1//siderophore-iron biosynthesis protein (predicted) [Schizosaccharomyces pombe 972h-]putative siderophore-iron biosynthesis protein (SPBC17G9.06c), mRNA
2541782 NM_001018835.2111.67 113.71 42.03 erv25 GO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneNA GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0015031//protein transport;GO:0016192//vesicle-mediated transportK20352//p24 family protein delta-1NP_593403.1//COPII-coated vesicle component Erv25 (predicted) [Schizosaccharomyces pombe 972h-]putative COPII-coated vesicle-associated protein Erv25 (erv25), mRNA
2542484 NM_001018595.2116.54 106.73 60.22 SPAC1A6.07 GO:0036286//eisosome filament;GO:0051286//cell tip;GO:0005886//plasma membraneNA GO:0007009//plasma membrane organization;GO:0070941//eisosome assemblyK20047;K04705//signal transducing adaptor moleculeNP_593199.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1A6.07), mRNA
2541504 NM_001020366.2100.15 120.35 104.17 SPAC11E3.10GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneNA NA NA NP_594935.1//VanZ-like family protein [Schizosaccharomyces pombe 972h-]VanZ-like family protein (SPAC11E3.10), mRNA
2542667 NM_001019583.2130.76 127.38 129.03 dph1 GO:0005634//nucleus;GO:0005829//cytosolGO:0031593//polyubiquitin modification-dependent protein binding;GO:0030674//protein binding, bridgingGO:0030474//spindle pole body duplication;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0042177//negative regulation of protein catabolic processK04523//ubiquilinNP_594159.1//UBA domain protein Dph1 [Schizosaccharomyces pombe 972h-]UBA domain protein Dph1 (dph1), mRNA
2539873 NM_001022482.2102.25 89.47 51.11 ykt6 GO:0005768//endosome;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0031201//SNARE complex;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0000149//SNARE binding;GO:0005484//SNAP receptor activity;GO:0016409//palmitoyltransferase activity;GO:0016740//transferase activityGO:0006886//intracellular protein transport;GO:0006906//vesicle fusion;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0042144//vacuole fusion, non-autophagic;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0016192//vesicle-mediated transport;GO:0006887//exocytosisK08516//synaptobrevin homolog YKT6NP_596561.1//SNARE Ykt6 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE protein Ykt6 (ykt6), mRNA
2541093 NM_001021274.2108.16 105.92 51.06 SPBC646.08cGO:0005783//endoplasmic reticulumGO:0008142//oxysterol bindingGO:0008204//ergosterol metabolic processK20465//oxysterol-binding protein-related protein 9/10/11NP_595366.1//oxysterol binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative oxysterol binding protein (SPBC646.08c), mRNA
2541126 NM_001356190.1110.31 96.9 108.41 nog1 GO:0072686//mitotic spindle;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorGO:0005525//GTP bindingGO:1902626//assembly of large subunit precursor of preribosome;GO:0000054//ribosomal subunit export from nucleus;GO:0006364//rRNA processing;GO:0042273//ribosomal large subunit biogenesisK06943//nucleolar GTP-binding proteinXP_013025853.1//GTP binding protein Nog1 [Schizosaccharomyces cryophilus OY26]putative GTP-binding protein Nog1 (nog1), mRNA
2539928 NM_001022553.2126.59 115.44 59.93 imp1 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005643//nuclear pore;GO:0005635//nuclear envelope;GO:1990023//mitotic spindle midzone;GO:0005737//cytoplasm;GO:0005730//nucleolus;GO:0005829//cytosolGO:0008565//protein transporter activity;GO:0061608//nuclear import signal receptor activity;GO:0005525//GTP binding;GO:0008139//nuclear localization sequence bindingGO:0006607//NLS-bearing protein import into nucleus;GO:0051301//cell division;GO:0006606//protein import into nucleus;GO:0007049//cell cycleK08332//vacuolar protein 8NP_596632.1//importin alpha [Schizosaccharomyces pombe 972h-]importin alpha (imp1), mRNA
2540484 NM_001022138.2128.33 122.43 59.55 SPBC2A9.09 GO:0005737//cytoplasmGO:0031683//G-protein beta/gamma-subunit complex binding;GO:0003779//actin bindingGO:0008616//queuosine biosynthetic process;GO:0006457//protein folding;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0007329//positive regulation of transcription from RNA polymerase II promoter by pheromonesNA NP_596219.1//phosducin family protein (predicted) [Schizosaccharomyces pombe 972h-]putative phosducin family protein (SPBC2A9.09), mRNA
2543112 NM_001018765.2107.36 106.49 51.58 rpb11 GO:0005665//DNA-directed RNA polymerase II, core complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0016591//DNA-directed RNA polymerase II, holoenzymeGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA binding;GO:0046983//protein dimerization activityGO:0006351//transcription, DNA-templated;GO:0006366//transcription from RNA polymerase II promoterK03008//DNA-directed RNA polymerase II subunit RPB11NP_593333.1//RNA polymerase II complex subunit Rpb11 [Schizosaccharomyces pombe 972h-]RNA polymerase II complex subunit Rpb11 (rpb11), mRNA
2542145 NM_001020025.2113.02 101.7 45.96 tim13 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005743//mitochondrial inner membrane;GO:0042719//mitochondrial intermembrane space protein transporter complexGO:0046872//metal ion binding;GO:0008565//protein transporter activityGO:0072321//chaperone-mediated protein transport;GO:0045039//protein import into mitochondrial inner membraneK17781//mitochondrial import inner membrane translocase subunit TIM13NP_594597.1//TIM22 inner membrane protein import complex subunit Tim13 (predicted) [Schizosaccharomyces pombe 972h-]putative TIM22 inner membrane protein import complex subunit Tim13 (tim13), mRNA
2541539 NM_001018850.297.68 95.68 50.93 SPAP27G11.12GO:0016020//membrane;GO:0000138//Golgi trans cisterna;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005797//Golgi medial cisternaNA GO:0006886//intracellular protein transportNA NP_593417.1//hypothetical protein SPAP27G11.12 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAP27G11.12), partial mRNA
2540211 NM_001021168.2118.91 115.29 50.59 SPBC947.15cGO:0016021//integral component of membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0008137//NADH dehydrogenase (ubiquinone) activity;GO:0016491//oxidoreductase activityGO:0006116//NADH oxidation;GO:0042775//mitochondrial ATP synthesis coupled electron transportK17871//NADH:ubiquinone reductase (non-electrogenic) [EC:1.6.5.9]NP_595261.1//mitochondrial NADH dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative NADH dehydrogenase (SPBC947.15c), mRNA
2543385 NM_001356057.1182.62 217.62 139.31 SPAC4G9.12GO:0005634//nucleus;GO:0005829//cytosolGO:0005524//ATP binding;GO:0004340//glucokinase activity;GO:0046316//gluconokinase activityGO:0046177//D-gluconate catabolic process;GO:0061688//glycolytic process via Entner-Doudoroff PathwayK00851//gluconokinase [EC:2.7.1.12]NP_593694.1//gluconokinase [Schizosaccharomyces pombe 972h-]gluconokinase (SPAC4G9.12), mRNA
2539326 NM_001022807.2102.24 96.39 33.32 SPCC306.06cGO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneNA GO:0071555//cell wall organization;GO:0006078//(1->6)-beta-D-glucan biosynthetic process;GO:0009272//fungal-type cell wall biogenesisNA NP_587814.1//ER membrane protein, BIG1 family (predicted) [Schizosaccharomyces pombe 972h-]putative family protein BIG1 (SPCC306.06c), mRNA
2538857 NM_001023310.2101.65 103.45 37.14 SPCC1442.05cGO:0005739//mitochondrion;GO:0044284//mitochondrial crista junction;GO:0061617//MICOS complexNA GO:0042407//cristae formationK17786 NP_588319.1//mitochondrial protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1442.05c), mRNA
2542539 NM_001019654.293.65 102.56 57.9 deb1 GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046872//metal ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoterNA NP_594231.1//transcription factor Deb1/Rdp1 [Schizosaccharomyces pombe 972h-]transcription factor Deb1/Rdp1 (deb1), mRNA
2542645 NM_001019463.284.91 93.72 50.95 mrp10 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationNA NP_594038.1//mitochondrial ribosomal protein subunit Mrp10 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit Mrp10 (mrp10), mRNA
2539556 NM_001023422.278.28 73.05 506.72 bxi1 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0000139//Golgi membrane;GO:0005794//Golgi apparatus;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0031966//mitochondrial membrane;GO:0005739//mitochondrionNA GO:0019722//calcium-mediated signaling;GO:0030968//endoplasmic reticulum unfolded protein response;GO:0006915//apoptotic processK06890//uncharacterized proteinNP_588431.1//BAX inhibitor family protein Bxi1 [Schizosaccharomyces pombe 972h-]BAX inhibitor family protein Bxi1 (bxi1), mRNA
2542199 NM_001019685.2107.64 99.66 41.82 SPAC17G6.15cGO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneGO:0015075//ion transmembrane transporter activity;GO:0005371//tricarboxylate secondary active transmembrane transporter activityGO:0055072//iron ion homeostasis;GO:1990546//mitochondrial tricarboxylic acid transmembrane transportK09486//hypoxia up-regulated 1NP_594262.2//MTC tricarboxylate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative MTC tricarboxylate transporter (SPAC17G6.15c), mRNA
2538954 NM_001023220.2135.21 125.54 59.06 tol1 GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0004441//inositol-1,4-bisphosphate 1-phosphatase activity;GO:0008441//3'(2'),5'-bisphosphate nucleotidase activity;GO:0052829//inositol-1,3,4-trisphosphate 1-phosphatase activityGO:0000103//sulfate assimilation;GO:0042538//hyperosmotic salinity response;GO:0048015//phosphatidylinositol-mediated signaling;GO:0009086//methionine biosynthetic process;GO:0046854//phosphatidylinositol phosphorylationK01082//3'(2'), 5'-bisphosphate nucleotidase [EC:3.1.3.7]NP_588230.1//3'(2'),5'-bisphosphate nucleotidase/inositol-1,4-bisphosphate 1-phosphatase [Schizosaccharomyces pombe 972h-]3'(2'),5'-bisphosphate nucleotidase/inositol-1,4-bisphosphate 1-phosphatase (tol1), mRNA
2542669 NM_001020417.371.11 70.48 64.53 SPAC29B12.08GO:0005634//nucleus;GO:0005737//cytoplasmNA GO:0030466//chromatin silencing at silent mating-type cassette;GO:0070868//heterochromatin organization involved in chromatin silencingK19849 NP_594986.3//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC29B12.08), mRNA
2540446 NM_001021969.285.76 98.77 23.08 atp7 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0000274//mitochondrial proton-transporting ATP synthase, stator stalkGO:0005198//structural molecule activity;GO:0015078//hydrogen ion transmembrane transporter activity;GO:0046933//proton-transporting ATP synthase activity, rotational mechanismGO:0015986//ATP synthesis coupled proton transport;GO:0099132//ATP hydrolysis coupled cation transmembrane transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK02138//F-type H+-transporting ATPase subunit dNP_596058.1//F0-ATPase subunit D (predicted) [Schizosaccharomyces pombe 972h-]putative F0-ATPase subunit D (atp7), mRNA
2542236 NM_001018605.290.14 88.97 65.13 phf2 GO:0005634//nucleus;GO:0033193//Lsd1/2 complex;GO:0000786//nucleosomeGO:0031491//nucleosome binding;GO:0003677//DNA binding;GO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006334//nucleosome assembly;GO:0033169//histone H3-K9 demethylation;GO:0006351//transcription, DNA-templatedK18703//succinate---hydroxymethylglutarate CoA-transferase [EC:2.8.3.13];K11380;K02606//origin recognition complex subunit 4NP_593209.1//Lsd1/2 complex PHD finger containing protein Phf2 [Schizosaccharomyces pombe 972h-]Lsd1/2 complex PHD finger domain-containing protein Phf2 (phf2), mRNA
2542208 NM_001019162.2103.09 97.68 29.61 SPAC17G8.08cGO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005801//cis-Golgi network;GO:0005797//Golgi medial cisternaGO:0015085//calcium ion transmembrane transporter activityGO:0070588//calcium ion transmembrane transport;GO:0032468//Golgi calcium ion homeostasis;GO:1902600//hydrogen ion transmembrane transport;GO:0061856//Golgi calcium ion transmembrane transportNA NP_593731.1//GDT1-like protein [Schizosaccharomyces pombe 972h-]GDT1-like protein (SPAC17G8.08c), mRNA
2539064 NM_001023440.2103.12 100.15 41.17 twf1 GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0032153//cell division siteGO:0003779//actin binding;GO:0003785//actin monomer bindingGO:0030837//negative regulation of actin filament polymerization;GO:0042989//sequestering of actin monomersK08870//twinfilinNP_588449.1//twinfilin (predicted) [Schizosaccharomyces pombe 972h-]putative twinfilin (twf1), mRNA
2541024 NM_001021323.2102.91 104.65 47.59 coq7 GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0046872//metal ion binding;GO:0008682//2-octoprenyl-3-methyl-6-methoxy-1,4-benzoquinone hydroxylase activity;GO:0004497//monooxygenase activityGO:0006744//ubiquinone biosynthetic processK06134//ubiquinone biosynthesis monooxygenase Coq7 [EC:1.14.13.-]NP_595416.1//ubiquinone biosynthesis protein Coq7 [Schizosaccharomyces pombe 972h-]ubiquinone biosynthesis protein Coq7 (coq7), mRNA
2539615 NM_001021024.271.37 80.39 90.78 SPBC1773.02cGO:0005634//nucleus;GO:0005829//cytosolGO:0008379//thioredoxin peroxidase activityGO:0019430//removal of superoxide radicals;GO:0034599//cellular response to oxidative stress;GO:0042744//hydrogen peroxide catabolic process;GO:0045454//cell redox homeostasisK03564 NP_595117.1//thioredoxin peroxidase (predicted) [Schizosaccharomyces pombe 972h-]putative thioredoxin peroxidase (SPBC1773.02c), mRNA
2541997 NM_001019801.2133.22 122.2 109.93 lsm6 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005730//nucleolus;GO:0005688//U6 snRNP;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0000932//P-body;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0003723//RNA binding;GO:0008266//poly(U) RNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosome;GO:0030490//maturation of SSU-rRNA;GO:0008033//tRNA processingK12625//U6 snRNA-associated Sm-like protein LSm6NP_594380.1//U6 snRNP-associated protein Lsm6 (predicted) [Schizosaccharomyces pombe 972h-]putative U6 snRNP-associated protein Lsm6 (lsm6), mRNA
2543379 NM_001018560.2122.35 107.56 18.51 eng1 GO:0000936//primary cell septum;GO:0009986//cell surface;GO:1990819//actin fusion focus;GO:0043187//cell septum surfaceGO:0042973//glucan endo-1,3-beta-D-glucosidase activity;GO:0030247//polysaccharide binding;GO:0052862//glucan endo-1,4-beta-glucanase activity, C-3 substituted reducing group;GO:0052861//glucan endo-1,3-beta-glucanase activity, C-3 substituted reducing groupGO:0009313//oligosaccharide catabolic process;GO:0006076//(1->3)-beta-D-glucan catabolic process;GO:0030994//primary cell septum disassembly;GO:0000920//cell separation after cytokinesis;GO:0007049//cell cycle;GO:1904541//fungal-type cell wall disassembly involved in conjugation with cellular fusionK01180//endo-1,3(4)-beta-glucanase [EC:3.2.1.6]NP_593162.1//endo-1,3-beta-glucanase Eng1 [Schizosaccharomyces pombe 972h-]endo-1,3-beta-glucanase Eng1 (eng1), mRNA
2541949 NM_001018540.296.76 94.16 100.02 ies6 GO:0031011//Ino80 complex;GO:0005737//cytoplasmNA GO:0060303//regulation of nucleosome density;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0080040//positive regulation of cellular response to phosphate starvation;GO:0043044//ATP-dependent chromatin remodeling;GO:0006351//transcription, DNA-templatedK11667//INO80 complex subunit CNP_593143.1//Ino80 complex subunit Ies6 [Schizosaccharomyces pombe 972h-]Ino80 complex subunit Ies6 (ies6), mRNA
2542818 NM_001018238.2121.57 118.31 31.22 erg12 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004496//mevalonate kinase activityGO:0010142//farnesyl diphosphate biosynthetic process, mevalonate pathway;GO:0016126//sterol biosynthetic process;GO:0019287//isopentenyl diphosphate biosynthetic process, mevalonate pathway;GO:0006696//ergosterol biosynthetic processK00869//mevalonate kinase [EC:2.7.1.36]NP_592837.1//mevalonate kinase Erg12 (predicted) [Schizosaccharomyces pombe 972h-]putative mevalonate kinase Erg12 (erg12), mRNA
2542066 NM_001018359.2102.52 96.95 66.02 SPAC227.05 GO:0016272//prefoldin complex;GO:0005634//nucleus;GO:0005829//cytosolGO:0051082//unfolded protein bindingGO:0006457//protein folding;GO:0007021//tubulin complex assemblyK09550//prefoldin subunit 4NP_592959.1//prefoldin subunit 4 (predicted) [Schizosaccharomyces pombe 972h-]putative prefoldin subunit 4 (SPAC227.05), partial mRNA
2543305 NM_001018447.2113.31 113.37 93.75 SPAPJ696.02GO:0030479//actin cortical patch;GO:0032587//ruffle membraneGO:0051015//actin filament binding;GO:0035091//phosphatidylinositol bindingGO:0007015//actin filament organization;GO:1900027//regulation of ruffle assembly;GO:0051017//actin filament bundle assembly;GO:0006897//endocytosis;GO:0051666//actin cortical patch localizationK20523//SH3 domain-containing YSC84-like protein 1NP_593048.1//actin cortical patch component Lsb4 (predicted) [Schizosaccharomyces pombe 972h-]putative actin cortical patch component Lsb4 (SPAPJ696.02), mRNA
2542130 NM_001018392.296.41 96.97 40 SPAC13A11.05GO:0005737//cytoplasmGO:0004177//aminopeptidase activity;GO:0008235//metalloexopeptidase activity;GO:0030145//manganese ion bindingGO:0030163//protein catabolic processK11142//cytosol aminopeptidase [EC:3.4.11.1 3.4.11.5]NP_592993.1//peptidase family M17 [Schizosaccharomyces pombe 972h-]peptidase family M17 (SPAC13A11.05), mRNA
2540912 NM_001021934.270.35 68.74 38.28 SPBC557.02cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_596025.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC557.02c), partial mRNA
2538884 NM_001022957.2113.51 136.32 49.92 SPCC1393.08GO:0005634//nucleus;GO:0005667//transcription factor complex;GO:0005829//cytosolGO:0001228//transcriptional activator activity, RNA polymerase II transcription regulatory region sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001085//RNA polymerase II transcription factor binding;GO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003682//chromatin binding;GO:0000977//RNA polymerase II regulatory region sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationK17896//GATA-binding protein 5;K09183//GATA-binding protein 4;K09182//GATA-binding protein 1;K17894//GATA-binding protein 2NP_587966.1//transcription factor, zf-GATA type (predicted) [Schizosaccharomyces pombe 972h-]putative zf-GATA type transcription factor (SPCC1393.08), mRNA
2540400 NM_001021558.2130.17 117.34 122.37 mep33 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion bindingGO:0016973//poly(A)+ mRNA export from nucleus;GO:0002181//cytoplasmic translationNA NP_595663.1//mRNA export protein Mep33 [Schizosaccharomyces pombe 972h-]mRNA export protein Mep33 (mep33), mRNA
2540815 NM_001022337.2116.7 110.15 59.04 SPBC4B4.01cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004594//pantothenate kinase activityGO:0015937//coenzyme A biosynthetic processK09680//type II pantothenate kinase [EC:2.7.1.33]NP_596418.1//fumble family pantothenate kinase (predicted) [Schizosaccharomyces pombe 972h-]putative Fbl-like pantothenate kinase (SPBC4B4.01c), mRNA
2539196 NM_001023033.288.54 97.03 87.36 gms1 GO:0030173//integral component of Golgi membraneGO:0005459//UDP-galactose transmembrane transporter activity;GO:0005351//sugar:proton symporter activityGO:0097624//UDP-galactose transmembrane import into Golgi lumen;GO:0072334//UDP-galactose transmembrane transportK15271//ATP-dependent DNA helicase HFM1/MER3 [EC:3.6.4.12];K15272//solute carrier family 35 (UDP-sugar transporter), member A1/2/3NP_588041.1//UDP-galactose transporter Gms1 [Schizosaccharomyces pombe 972h-]UDP-galactose transporter Gms1 (gms1), mRNA
5802830 NM_001355834.137.05 66.26 90.65 SPBC1347.14cGO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0034599//cellular response to oxidative stress;GO:0045454//cell redox homeostasisNA XP_001713150.1//hypothetical protein SPBC1347.14c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1347.14c), partial mRNA
2539526 NM_001022845.2109.06 104.72 21.03 SPCC970.03 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005741//mitochondrial outer membrane;GO:0005789//endoplasmic reticulum membraneGO:0050660//flavin adenine dinucleotide binding;GO:0051287//NAD binding;GO:0004128//cytochrome-b5 reductase activity, acting on NAD(P)HGO:0002098//tRNA wobble uridine modification;GO:0022900//electron transport chainK00326//cytochrome-b5 reductase [EC:1.6.2.2]NP_587852.1//cytochrome b5 reductase (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome b5 reductase (SPCC970.03), mRNA
2540066 NM_001020977.257.9 57.06 34.05 dea2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0008270//zinc ion binding;GO:0000034//adenine deaminase activityGO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0043103//hypoxanthine salvage;GO:0006146//adenine catabolic process;GO:0009168//purine ribonucleoside monophosphate biosynthetic process;GO:0009117//nucleotide metabolic processK01488//adenosine deaminase [EC:3.5.4.4]NP_595071.1//adenine deaminase Dea2 [Schizosaccharomyces pombe 972h-]adenine deaminase Dea2 (dea2), mRNA
2538859 NM_001022756.2105.13 106.03 25.37 SPCC553.11cGO:0005672//transcription factor TFIIA complex;GO:0005634//nucleus;GO:0005829//cytosolGO:0003743//translation initiation factor activity;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0000979//RNA polymerase II core promoter sequence-specific DNA binding;GO:0003713//transcription coactivator activity;GO:0017025//TBP-class protein binding;GO:0001129//RNA polymerase II transcription factor activity, TBP-class protein binding, involved in preinitiation complex assemblyGO:0051091//positive regulation of DNA binding transcription factor activity;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0051123//RNA polymerase II transcriptional preinitiation complex assemblyK03123//transcription initiation factor TFIIA small subunitNP_587763.2//transcription factor TFIIA complex small subunit (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor TFIIA complex small subunit (SPCC553.11c), mRNA
9407052 NM_001356034.189.13 94.53 52.08 SPAPB1A10.16GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA NA NA XP_002742506.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB1A10.16), partial mRNA
2542396 NM_001019679.284.69 87.82 65.57 sec62 GO:0005783//endoplasmic reticulum;GO:0031207//Sec62/Sec63 complex;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005789//endoplasmic reticulum membraneGO:0008565//protein transporter activityGO:0006620//posttranslational protein targeting to endoplasmic reticulum membraneK12275//translocation protein SEC62NP_594256.1//ER protein translocation subcomplex subunit Sec62 (predicted) [Schizosaccharomyces pombe 972h-]putative translocation subcomplex subunit Sec62 (sec62), mRNA
2542078 NM_001019572.2120.66 132.95 53.15 chc1 GO:0030132//clathrin coat of coated pit;GO:0030479//actin cortical patch;GO:0030130//clathrin coat of trans-Golgi network vesicle;GO:0005905//clathrin-coated pit;GO:0071439//clathrin complex;GO:0030659//cytoplasmic vesicle membraneGO:0005198//structural molecule activity;GO:0032051//clathrin light chain bindingGO:0006886//intracellular protein transport;GO:0048268//clathrin coat assembly;GO:0016192//vesicle-mediated transportK04646//clathrin heavy chainXP_013023438.1//clathrin heavy chain Chc1 [Schizosaccharomyces cryophilus OY26]putative clathrin heavy chain Chc1 (chc1), mRNA
2539471 NM_001023432.2112.93 116.86 54.38 dph5 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004164//diphthine synthase activityGO:0017183//peptidyl-diphthamide biosynthetic process from peptidyl-histidine;GO:2000765//regulation of cytoplasmic translationK00586//diphthine methyl ester synthase [EC:2.1.1.314]NP_588441.1//diphthine synthase Dph5 (predicted) [Schizosaccharomyces pombe 972h-]putative diphthine synthase Dph5 (dph5), partial mRNA
2542847 NM_001356004.195.48 105.08 71.17 SPAC1420.01cGO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006808//regulation of nitrogen utilization;GO:0031930//mitochondria-nucleus signaling pathwayNA XP_001713049.1//DUF1752 family protein, involved in regulation of transcription (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1420.01c), mRNA
2540339 NM_001022189.2104.46 99.99 45.34 smi1 GO:0005634//nucleus;GO:0030428//cell septum;GO:0032153//cell division siteGO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0032995//regulation of fungal-type cell wall biogenesis;GO:0051301//cell division;GO:0042546//cell wall biogenesis;GO:0006351//transcription, DNA-templated;GO:0071555//cell wall organization;GO:0007049//cell cycleK00706 NP_596268.1//cell wall biosynthesis/ cell cycle regulator (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein SPBC30D10.17c (smi1), mRNA
2542523 NM_001018279.269.4 83.04 117.93 ncs1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membraneGO:0098744//1-phosphatidylinositol 4-kinase activator activity;GO:0005509//calcium ion bindingGO:0030435//sporulation resulting in formation of a cellular spore;GO:1905949//negative regulation of calcium ion import across plasma membrane;GO:0035584//calcium-mediated signaling using intracellular calcium source;GO:0043950//positive regulation of cAMP-mediated signalingK19932//neuronal calcium sensor 1NP_592879.1//calcium-binding protein [Schizosaccharomyces pombe 972h-]calcium-binding protein (ncs1), mRNA

14217501 NM_001356236.199.49 92.01 39.11 tam8 NA NA NA NA XP_004001712.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein tam8 (tam8), partial mRNA
2540298 NM_001021456.2103.11 96.51 121.79 SPBC27B12.12cGO:0016020//membrane;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0046873//metal ion transmembrane transporter activity;GO:0015095//magnesium ion transmembrane transporter activityGO:0015693//magnesium ion transport;GO:0010045//response to nickel cationK16073//magnesium transporterNP_595545.1//CorA family magnesium ion transporter (predicted) [Schizosaccharomyces pombe 972h-]putative CorA family magnesium ion transporter (SPBC27B12.12c), mRNA
2538778 NM_001022816.284.75 85.16 38.42 not2 GO:0005634//nucleus;GO:0030014//CCR4-NOT complex;GO:0005829//cytosol;GO:0000932//P-body;GO:0030015//CCR4-NOT core complexNA GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0017148//negative regulation of translation;GO:0006355//regulation of transcription, DNA-templated;GO:0090503//RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0000289//nuclear-transcribed mRNA poly(A) tail shortening;GO:0006354//DNA-templated transcription, elongationK12605//CCR4-NOT transcription complex subunit 2NP_587823.2//CCR4-Not complex subunit Not2 (predicted) [Schizosaccharomyces pombe 972h-]putative CCR4-Not complex subunit Not2 (not2), mRNA
2540542 NM_001021968.2104.66 94.65 93.83 SPBC29A10.12GO:0005634//nucleus;GO:0005829//cytosolNA NA K02357//elongation factor Ts;K06687NP_596057.1//HMG-box variant [Schizosaccharomyces pombe 972h-]HMG-box variant (SPBC29A10.12), mRNA
2543035 NM_001018868.292.96 82.41 46.1 SPAC343.14cGO:0005634//nucleus;GO:0005851//eukaryotic translation initiation factor 2B complex;GO:0005829//cytosol;GO:0032045//guanyl-nucleotide exchange factor complexGO:0003743//translation initiation factor activity;GO:0030234//enzyme regulator activity;GO:0005085//guanyl-nucleotide exchange factor activityGO:0006446//regulation of translational initiation;GO:0044237//cellular metabolic process;GO:0002183//cytoplasmic translational initiation;GO:0006417//regulation of translationK03754//translation initiation factor eIF-2B subunit betaNP_593435.1//translation initiation factor eIF2B beta subunit (predicted) [Schizosaccharomyces pombe 972h-]putative translation initiation factor eIF2B beta subunit (SPAC343.14c), mRNA
3361392 NM_001020235.283.92 122.68 101.93 SPAC1952.04cGO:0005886//plasma membraneNA NA NA NP_001018291.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1952.04c), partial mRNA
2539733 NM_001021695.293.57 94.15 75.37 pab2 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005730//nucleolus;GO:0016604//nuclear body;GO:0000790//nuclear chromatin;GO:1990251//Mmi1 nuclear focus;GO:0005737//cytoplasm;GO:0005844//polysomeGO:0008143//poly(A) bindingGO:0006402//mRNA catabolic processK14396//polyadenylate-binding protein 2NP_595794.1//poly(A) binding protein Pab2 [Schizosaccharomyces pombe 972h-]poly(A)-binding protein Pab2 (pab2), mRNA
2540723 NM_001022294.2104.01 109.85 48.89 lsm5 GO:0005634//nucleus;GO:1990726//Lsm1-7-Pat1 complex;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0046540//U4/U6 x U5 tri-snRNP complex;GO:0005730//nucleolus;GO:0005681//spliceosomal complex;GO:0005688//U6 snRNP;GO:0030529//intracellular ribonucleoprotein complexGO:0003723//RNA binding;GO:0008266//poly(U) RNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosome;GO:0006364//rRNA processing;GO:0008033//tRNA processing;GO:0000956//nuclear-transcribed mRNA catabolic processK12624//U6 snRNA-associated Sm-like protein LSm5NP_596373.1//U6 snRNP-associated protein Lsm5 (predicted) [Schizosaccharomyces pombe 972h-]putative U6 snRNP-associated protein Lsm5 (lsm5), mRNA
2540403 NM_001021910.299.44 93.79 68.04 nfs1 GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005739//mitochondrion;GO:1990221//L-cysteine desulfurase complexGO:0046872//metal ion binding;GO:0030170//pyridoxal phosphate binding;GO:0051536//iron-sulfur cluster binding;GO:0031071//cysteine desulfurase activityGO:0006879//cellular iron ion homeostasis;GO:0016226//iron-sulfur cluster assembly;GO:0044571//[2Fe-2S] cluster assembly;GO:0070903//mitochondrial tRNA thio-modification;GO:0002143//tRNA wobble position uridine thiolationK04487//cysteine desulfurase [EC:2.8.1.7]NP_596002.2//mitochondrial cysteine desulfurase Nfs1 (predicted) [Schizosaccharomyces pombe 972h-]putative cysteine desulfurase Nfs1 (nfs1), mRNA
2543683 NM_001019554.2104.89 106.04 25.9 SPAPB1E7.04cGO:0009277//fungal-type cell wall;GO:0000324//fungal-type vacuole;GO:0005576//extracellular regionGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0008061//chitin binding;GO:0004568//chitinase activityGO:0006032//chitin catabolic process;GO:0034232//ascospore wall chitin catabolic process;GO:0005975//carbohydrate metabolic processK22016//mucin-3/17NP_594130.1//chitinase (predicted) [Schizosaccharomyces pombe 972h-]putative chitinase (SPAPB1E7.04c), mRNA
2540133 NM_001022331.291.81 91 43.84 php5 GO:0005634//nucleus;GO:0016602//CCAAT-binding factor complex;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0046982//protein heterodimerization activity;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK03506//DNA polymerase epsilon subunit 4 [EC:2.7.7.7];K08066//nuclear transcription factor Y, gamma;K21752//Dr1-associated corepressorNP_596412.1//CCAAT-binding factor complex subunit Php5 [Schizosaccharomyces pombe 972h-]CCAAT-binding factor complex subunit Php5 (php5), mRNA
2539510 NM_001022827.2103.16 99.57 47.66 coq5 GO:0005759//mitochondrial matrix;GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0102005//2-octaprenyl-6-methoxy-1,4-benzoquinone methylase activity;GO:0043430//2-decaprenyl-6-methoxy-1,4-benzoquinone methyltransferase activity;GO:0043334//2-hexaprenyl-6-methoxy-1,4-benzoquinone methyltransferase activityGO:0006744//ubiquinone biosynthetic process;GO:0009060//aerobic respirationK06127//2-methoxy-6-polyprenyl-1,4-benzoquinol methylase [EC:2.1.1.201]NP_587834.1//C-methytransferase (predicted) [Schizosaccharomyces pombe 972h-]putative C-methytransferase (coq5), mRNA
2543622 NM_001020393.294.27 92.08 58.58 tif223 GO:0005851//eukaryotic translation initiation factor 2B complex;GO:0005829//cytosolGO:0003743//translation initiation factor activity;GO:0016779//nucleotidyltransferase activity;GO:0005085//guanyl-nucleotide exchange factor activityGO:0002183//cytoplasmic translational initiationK03241//translation initiation factor eIF-2B subunit gammaNP_594962.2//translation initiation factor eIF2B gamma subunit (predicted) [Schizosaccharomyces pombe 972h-]putative translation initiation factor eIF2B gamma subunit tif223 (tif223), mRNA
2541306 NM_001021681.296.51 95.79 53.78 apm1 GO:0005768//endosome;GO:0005634//nucleus;GO:0051286//cell tip;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0030131//clathrin adaptor complex;GO:0032153//cell division site;GO:0030121//AP-1 adaptor complexGO:0030276//clathrin bindingGO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0016197//endosomal transport;GO:0042996//regulation of Golgi to plasma membrane protein transport;GO:0042144//vacuole fusion, non-autophagic;GO:0016192//vesicle-mediated transportK12393//AP-1 complex subunit muXP_013021832.1//AP-1 adaptor complex mu subunit Apm1 [Schizosaccharomyces cryophilus OY26]AP-1 adaptor complex mu subunit Apm1 (apm1), mRNA
2541881 NM_001018430.293.73 87.12 125.99 gcs1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0017109//glutamate-cysteine ligase complexGO:0005524//ATP binding;GO:0004357//glutamate-cysteine ligase activityGO:0098849//cellular detoxification of cadmium ion;GO:0034635//glutathione transport;GO:0046938//phytochelatin biosynthetic process;GO:0006750//glutathione biosynthetic process;GO:0071276//cellular response to cadmium ionK11204//glutamate--cysteine ligase catalytic subunit [EC:6.3.2.2]NP_593031.1//glutamate-cysteine ligase Gcs1 [Schizosaccharomyces pombe 972h-]glutamate-cysteine ligase Gcs1 (gcs1), mRNA
2541209 NM_001022404.280.9 75.63 39.12 mcs4 GO:1990315//Mcs4 RR-MAPKKK complex;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0000156//phosphorelay response regulator activityGO:0000160//phosphorelay signal transduction system;GO:0034599//cellular response to oxidative stress;GO:0032874//positive regulation of stress-activated MAPK cascadeK11233 NP_596484.1//response regulator Mcs4 [Schizosaccharomyces pombe 972h-]response regulator Mcs4 (mcs4), mRNA
2542246 NM_001019014.282.67 90.52 41.57 SPAC17H9.12cGO:0031314//extrinsic component of mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005741//mitochondrial outer membraneGO:0016491//oxidoreductase activity;GO:0004128//cytochrome-b5 reductase activity, acting on NAD(P)HGO:0018063//cytochrome c-heme linkage;GO:0007005//mitochondrion organizationK00326//cytochrome-b5 reductase [EC:1.6.2.2]NP_593582.1//mitochondrial cytochrome c-heme linkage protein Cyc2 (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c-heme-linkage protein Cyc2 (SPAC17H9.12c), mRNA
2539078 NM_001023052.294.38 92.47 44.48 iec3 GO:0005634//nucleus;GO:0031011//Ino80 complexGO:0003677//DNA bindingGO:0060303//regulation of nucleosome density;GO:0034728//nucleosome organization;GO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016569//covalent chromatin modification;GO:0043044//ATP-dependent chromatin remodeling;GO:0006351//transcription, DNA-templatedNA NP_588060.1//Ino80 complex subunit Iec3 [Schizosaccharomyces pombe 972h-]Ino80 complex subunit Iec3 (iec3), mRNA
2543411 NM_001018958.285.49 87.62 74.78 ypt71 GO:0005774//vacuolar membrane;GO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:0005829//cytosolGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0007264//small GTPase mediated signal transduction;GO:0006897//endocytosis;GO:0061192//negative regulation of vacuole fusion, non-autophagicK07897//Ras-related protein Rab-7ANP_593524.1//GTPase Ypt71 [Schizosaccharomyces pombe 972h-]GTPase Ypt71 (ypt71), mRNA
2539981 NM_001023854.2100.7 91.4 56.22 tim21 GO:0005744//mitochondrial inner membrane presequence translocase complex;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0030150//protein import into mitochondrial matrixK17796//mitochondrial import inner membrane translocase subunit TIM21NP_596833.1//TIM23 translocase complex subunit Tim21 (predicted) [Schizosaccharomyces pombe 972h-]putative TIM23 translocase complex subunit Tim21 (tim21), mRNA
2543488 NM_001019593.298.52 98.82 91.55 sec17 GO:0005774//vacuolar membrane;GO:0019898//extrinsic component of membrane;GO:0005829//cytosol;GO:0031201//SNARE complexGO:0001671//ATPase activator activity;GO:0005483//soluble NSF attachment protein activity;GO:0019905//syntaxin bindingGO:0006886//intracellular protein transport;GO:0061025//membrane fusion;GO:0048280//vesicle fusion with Golgi apparatus;GO:0035494//SNARE complex disassembly;GO:0006914//autophagy;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0042144//vacuole fusion, non-autophagicK15296//alpha-soluble NSF attachment proteinNP_594169.1//alpha SNAP (predicted) [Schizosaccharomyces pombe 972h-]putative alpha SNAP (sec17), mRNA
2541412 NM_001021186.2106.27 105.87 53.68 SPBPJ4664.04GO:0030126//COPI vesicle coat;GO:0005794//Golgi apparatus;GO:0005737//cytoplasm;GO:0000139//Golgi membraneGO:0005198//structural molecule activityGO:0006886//intracellular protein transport;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0016192//vesicle-mediated transportK05236//coatomer subunit alphaNP_595279.1//coatomer alpha subunit (predicted) [Schizosaccharomyces pombe 972h-]putative coatomer alpha subunit protein (SPBPJ4664.04), mRNA
2540240 NM_001022499.299.22 110.55 88.3 SPBC31F10.16GO:0005634//nucleus;GO:0005829//cytosol;GO:0034044//exomer complex;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0006896//Golgi to vacuole transport;GO:0043001//Golgi to plasma membrane protein transport;GO:0034221//fungal-type cell wall chitin biosynthetic processK19881 NP_596578.2//ChAPs family protein (predicted) [Schizosaccharomyces pombe 972h-]putative ChAPs family protein (SPBC31F10.16), mRNA
2543199 NM_001018554.296.46 93.61 54.27 SPAC821.03cGO:1990463//lateral cortical nodeNA GO:1903359//lateral cortical node assembly;GO:1903360//protein localization to lateral cortical nodeNA NP_593156.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC821.03c), mRNA
2542075 NM_001020040.291.82 92.36 104.98 SPAC27D7.06GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0009055//electron transfer activity;GO:0050660//flavin adenine dinucleotide binding;GO:0016491//oxidoreductase activityGO:0033539//fatty acid beta-oxidation using acyl-CoA dehydrogenase;GO:0022904//respiratory electron transport chainK03522//electron transfer flavoprotein alpha subunitBAA13801.1//unnamed protein product, partial [Schizosaccharomyces pombe]putative electron transfer flavoprotein alpha subunit (SPAC27D7.06), mRNA
2542402 NM_001018316.287.54 88 60.58 mrpl11 GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK02864//large subunit ribosomal protein L10NP_592915.1//mitochondrial ribosomal protein subunit L11 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L11 (mrpl11), mRNA
2541469 NM_001018407.285.62 95.82 35.46 SPAC1F3.05 GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0030131//clathrin adaptor complex;GO:0005802//trans-Golgi networkNA GO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0016192//vesicle-mediated transportK12404//ADP-ribosylation factor-binding protein GGANP_593008.1//adaptin family protein [Schizosaccharomyces pombe 972h-]adaptin family protein (SPAC1F3.05), mRNA
2543410 NM_001018562.270.08 62.05 32.74 pro1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0050661//NADP binding;GO:0004350//glutamate-5-semialdehyde dehydrogenase activityGO:0006561//proline biosynthetic process;GO:0055129//L-proline biosynthetic processK00147 NP_593164.1//gamma-glutamyl phosphate reductase Pro1 (predicted) [Schizosaccharomyces pombe 972h-]putative gamma-glutamyl phosphate reductase Pro1 (pro1), mRNA
2539715 NM_001022214.289.88 86.85 38.71 SPBC1778.09GO:0012505//endomembrane system;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellularGO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0090630//activation of GTPase activity;GO:0031338//regulation of vesicle fusion;GO:0016192//vesicle-mediated transportK08869//aarF domain-containing kinase;K20133//USP6 N-terminal-like proteinNP_596292.1//GTPase activating protein (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein (SPBC1778.09), mRNA
2539662 NM_001021791.282.78 81.14 134.28 SPBC1711.12GO:0005634//nucleus;GO:0005829//cytosol;GO:0005576//extracellular regionGO:0008236//serine-type peptidase activityNA K01282;K12854//pre-mRNA-splicing helicase BRR2 [EC:3.6.4.13]NP_595885.1//oxidised protein hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative oxidized protein hydrolase (SPBC1711.12), mRNA
2539463 NM_001023094.293.73 86.01 32.39 SPCC550.11 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0008536//Ran GTPase binding;GO:0008565//protein transporter activity;GO:0005525//GTP bindingGO:0006886//intracellular protein transport;GO:0006406//mRNA export from nucleus;GO:0006606//protein import into nucleus;GO:0042991//transcription factor import into nucleusK20223//importin-7NP_588103.1//karyopherin (predicted) [Schizosaccharomyces pombe 972h-]putative karyopherin (SPCC550.11), mRNA
2542276 NM_001019017.2103.88 94.78 60.83 tom22 GO:0005742//mitochondrial outer membrane translocase complex;GO:0032865//ERMES complex;GO:0031307//integral component of mitochondrial outer membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0001401//mitochondrial sorting and assembly machinery complexGO:0015266//protein channel activityGO:1990456//mitochondrion-endoplasmic reticulum membrane tethering;GO:0045040//protein import into mitochondrial outer membrane;GO:0015914//phospholipid transport;GO:0070096//mitochondrial outer membrane translocase complex assembly;GO:0051654//establishment of mitochondrion localization;GO:0030150//protein import into mitochondrial matrixK17774;K17769//mitochondrial import receptor subunit TOM22NP_593585.1//mitochondrial TOM complex subunit Tom22 (predicted) [Schizosaccharomyces pombe 972h-]putative TOM complex subunit Tom22 (tom22), mRNA
2539061 NM_001023449.2100.17 94.46 46.75 sec65 GO:0005634//nucleus;GO:0005786//signal recognition particle, endoplasmic reticulum targeting;GO:0005829//cytosol;GO:0048500//signal recognition particleGO:0008312//7S RNA bindingGO:0006614//SRP-dependent cotranslational protein targeting to membrane;GO:0006616//SRP-dependent cotranslational protein targeting to membrane, translocation;GO:0006617//SRP-dependent cotranslational protein targeting to membrane, signal sequence recognitionK03105//signal recognition particle subunit SRP19NP_588458.2//signal recognition particle subunit Sec65 (predicted) [Schizosaccharomyces pombe 972h-]putative signal recognition particle subunit Sec65 (sec65), mRNA
2542286 NM_001356096.1156.84 150.45 122.34 SPAC1786.01cGO:0005811//lipid droplet;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0004806//triglyceride lipase activityGO:0019433//triglyceride catabolic process;GO:0016042//lipid catabolic process;GO:0006642//triglyceride mobilizationK14674 XP_001713076.1//triacylglycerol lipase (predicted) [Schizosaccharomyces pombe 972h-]putative triacylglycerol lipase (SPAC1786.01c), mRNA
2538799 NM_001022896.2105.08 105.71 120.29 SPCC5E4.05cGO:0016020//membrane;GO:0005783//endoplasmic reticulum;GO:0005811//lipid droplet;GO:0005741//mitochondrial outer membrane;GO:0005737//cytoplasmGO:0016787//hydrolase activity;GO:0047372//acylglycerol lipase activityGO:0019433//triglyceride catabolic process;GO:0009966//regulation of signal transduction;GO:0006629//lipid metabolic processK01054//acylglycerol lipase [EC:3.1.1.23]NP_587904.1//mitochondrial serine hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative serine hydrolase (SPCC5E4.05c), mRNA
2540052 NM_001021482.296.53 82 58.62 rar1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004825//methionine-tRNA ligase activityGO:0006418//tRNA aminoacylation for protein translation;GO:0006431//methionyl-tRNA aminoacylation;GO:0002181//cytoplasmic translationK01874//methionyl-tRNA synthetase [EC:6.1.1.10]NP_595586.1//cytoplasmic methionine-tRNA ligase Mrs1 (predicted) [Schizosaccharomyces pombe 972h-]putative methionine--tRNA (Met) ligase Mrs1 (rar1), mRNA
2541952 NM_001019079.292.04 90.16 96.53 mdm28 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0043022//ribosome bindingGO:0006875//cellular metal ion homeostasis;GO:0032543//mitochondrial translationK17800//LETM1 and EF-hand domain-containing protein 1, mitochondrialNP_593648.1//mitochondrial inner membrane protein involved in potassium ion transport Mdm28 (predicted) [Schizosaccharomyces pombe 972h-]putative potassium ion transporter Mdm28 (mdm28), partial mRNA
3361383 NM_001018252.2112.47 112.73 21.09 hem3 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0004418//hydroxymethylbilane synthase activityGO:0018160//peptidyl-pyrromethane cofactor linkage;GO:0006782//protoporphyrinogen IX biosynthetic process;GO:0006783//heme biosynthetic processK01749//hydroxymethylbilane synthase [EC:2.5.1.61]NP_001018179.1//hydroxymethylbilane synthase (predicted) [Schizosaccharomyces pombe 972h-]putative hydroxymethylbilane synthase (hem3), mRNA
2542190 NM_001356168.154.2 56.73 161.87 SPAC17C9.16cGO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0000297//spermine transmembrane transporter activityGO:1903710//spermine transmembrane transport;GO:0055085//transmembrane transportK08158 XP_001713107.1//MFS family transmembrane transporter Mfs1 (predicted) [Schizosaccharomyces pombe 972h-]putative MFS family transmembrane transporter Mfs1 (SPAC17C9.16c), mRNA
2542765 NM_001019732.2102.33 103.88 36.8 naa10 GO:0031415//NatA complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0022626//cytosolic ribosomeGO:1990190//peptide-glutamate-N-acetyltransferase activity;GO:1990189//peptide-serine-N-acetyltransferase activityGO:0017198//N-terminal peptidyl-serine acetylation;GO:0017196//N-terminal peptidyl-methionine acetylation;GO:0006475//internal protein amino acid acetylation;GO:0018002//N-terminal peptidyl-glutamic acid acetylationK20791//N-alpha-acetyltransferase 10/11 [EC:2.3.1.255]NP_594309.1//NatA N-acetyltransferase complex catalytic subunit Naa10 (predicted) [Schizosaccharomyces pombe 972h-]putative NatA N-acetyltransferase complex catalytic subunit Naa10 (naa10), mRNA
2542498 NM_001019389.2233.28 190.97 395.78 SPACUNK4.16cGO:0005829//cytosol;GO:0005946//alpha,alpha-trehalose-phosphate synthase complex (UDP-forming);GO:0005737//cytoplasmGO:0003825//alpha,alpha-trehalose-phosphate synthase (UDP-forming) activity;GO:0016740//transferase activity;GO:0003824//catalytic activity;GO:0016791//phosphatase activityGO:0005992//trehalose biosynthetic process;GO:0070413//trehalose metabolism in response to stressK16055//trehalose 6-phosphate synthase/phosphatase [EC:2.4.1.15 3.1.3.12]NP_593962.1//alpha,alpha-trehalose-phosphate synthase (predicted) [Schizosaccharomyces pombe 972h-]putative alpha,alpha-trehalose-phosphate synthase (SPACUNK4.16c), mRNA
2542936 NM_001018292.2108.55 88.8 27.91 SPAC12G12.06cGO:0030686//90S preribosome;GO:0005783//endoplasmic reticulum;GO:0005730//nucleolusGO:0004521//endoribonuclease activity;GO:0008047//enzyme activator activityGO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000479//endonucleolytic cleavage of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processing;GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K11108//RNA 3'-terminal phosphate cyclase-like proteinNP_592892.1//rRNA processing protein (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA processing protein (SPAC12G12.06c), mRNA
2543082 NM_001019040.291.03 73.27 77.86 elf1 GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005844//polysomeGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0016973//poly(A)+ mRNA export from nucleus;GO:0006406//mRNA export from nucleus;GO:0042274//ribosomal small subunit biogenesisK03235 NP_593609.1//AAA family ATPase Elf1 [Schizosaccharomyces pombe 972h-]AAA family ATPase Elf1 (elf1), mRNA
3361477 NM_001018619.299.51 104.2 64.23 mud1 GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0000149//SNARE binding;GO:0043130//ubiquitin binding;GO:0031593//polyubiquitin modification-dependent protein binding;GO:0004190//aspartic-type endopeptidase activityGO:0017157//regulation of exocytosis;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0015031//protein transportK11885//DNA damage-inducible protein 1NP_001018195.1//UBA domain protein Mud1 [Schizosaccharomyces pombe 972h-]UBA domain protein Mud1 (mud1), partial mRNA
2541519 NM_001018361.295.53 91.16 54.56 pab1 GO:0072686//mitotic spindle;GO:0043234//protein complex;GO:0005829//cytosol;GO:0000159//protein phosphatase type 2A complexGO:0019888//protein phosphatase regulator activityGO:0070262//peptidyl-serine dephosphorylation;GO:0032502//developmental process;GO:0031030//negative regulation of septation initiation signaling;GO:0035307//positive regulation of protein dephosphorylation;GO:0034260//negative regulation of GTPase activity;GO:0010972//negative regulation of G2/M transition of mitotic cell cycleK04354//serine/threonine-protein phosphatase 2A regulatory subunit BNP_592961.1//protein phosphatase regulatory subunit Pab1 [Schizosaccharomyces pombe 972h-]protein phosphatase regulatory subunit Pab1 (pab1), mRNA
2541954 NM_001018573.2135.41 137.93 228.71 SPAC23C4.05cNA NA NA NA NP_593177.1//LEA domain protein [Schizosaccharomyces pombe 972h-]LEA domain protein (SPAC23C4.05c), mRNA
3361520 NM_001018919.396.48 97.24 46.1 SPAC1610.02cGO:0005634//nucleus;GO:0015934//large ribosomal subunit;GO:0005730//nucleolus;GO:0005762//mitochondrial large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02863//large subunit ribosomal protein L1NP_001018241.2//mitochondrial ribosomal protein subunit L1 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L1 (SPAC1610.02c), mRNA
2540214 NM_001022450.296.91 94.09 55.27 erd2 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005794//Golgi apparatusGO:0045015//HDEL sequence bindingGO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0015031//protein transport;GO:0006621//protein retention in ER lumenK10949//ER lumen protein retaining receptorNP_596529.1//HDEL receptor (predicted) [Schizosaccharomyces pombe 972h-]putative HDEL receptor (erd2), mRNA
2540947 NM_001021137.3109.4 105.7 68.08 SPBC354.07cGO:0005783//endoplasmic reticulum;GO:0032153//cell division siteGO:0008142//oxysterol bindingGO:0006869//lipid transport;GO:0006696//ergosterol biosynthetic processK20465//oxysterol-binding protein-related protein 9/10/11NP_595231.3//oxysterol binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative oxysterol binding protein (SPBC354.07c), mRNA
2541131 NM_001021249.2112.69 112.05 110.15 ubp15 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0101005//ubiquitinyl hydrolase activity;GO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0036459//thiol-dependent ubiquitinyl hydrolase activityGO:0006511//ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitination;GO:1904332//negative regulation of error-prone translesion synthesis;GO:0070536//protein K63-linked deubiquitination;GO:0035871//protein K11-linked deubiquitinationK11838//ubiquitin carboxyl-terminal hydrolase 7 [EC:3.4.19.12]NP_595341.1//ubiquitin C-terminal hydrolase Ubp15 [Schizosaccharomyces pombe 972h-]ubiquitin hydrolase Ubp15 (ubp15), mRNA
2539573 NM_001023505.2103.08 125.59 192.19 SPCC965.06 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0005244//voltage-gated ion channel activityGO:0055085//transmembrane transport;GO:0006813//potassium ion transport;GO:0071805//potassium ion transmembrane transportK15303//aflatoxin B1 aldehyde reductase;K17647NP_588516.1//potassium channel subunit (predicted) [Schizosaccharomyces pombe 972h-]putative potassium channel subunit (SPCC965.06), mRNA
2541601 NM_001020159.2107.51 111.84 96.64 sec24 GO:0070971//endoplasmic reticulum exit site;GO:0019028//viral capsid;GO:0005829//cytosol;GO:0030127//COPII vesicle coatGO:0008270//zinc ion bindingGO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK14007//protein transport protein SEC24XP_013018786.1//COPII vesicle coat protein [Schizosaccharomyces octosporus yFS286]COPII cargo receptor Sec24/Sfb2 subunit (sec24), mRNA
2539410 NM_001022814.296.88 89.39 24.13 SPCC4G3.17GO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activity;GO:0042578//phosphoric ester hydrolase activityNA K07023//putative hydrolases of HD superfamilyNP_587821.1//HD domain metal dependent phosphohydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative metal-dependent HD domain-containing phosphohydrolase (SPCC4G3.17), mRNA
2540982 NM_001022598.292.5 91.26 44.09 vma7 GO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:0005829//cytosol;GO:0033180//proton-transporting V-type ATPase, V1 domain;GO:0000221//vacuolar proton-transporting V-type ATPase, V1 domainGO:0042625//ATPase coupled ion transmembrane transporter activity;GO:0046961//proton-transporting ATPase activity, rotational mechanismGO:0015991//ATP hydrolysis coupled proton transport;GO:0007035//vacuolar acidificationK02151//V-type H+-transporting ATPase subunit FNP_596676.1//V-type ATPase V1 subunit F (predicted) [Schizosaccharomyces pombe 972h-]putative V-type ATPase V1 subunit F (vma7), mRNA
2539332 NM_001023415.2104.55 108.04 13.11 amt1 GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0015200//methylammonium transmembrane transporter activity;GO:0015398//high-affinity secondary active ammonium transmembrane transporter activityGO:0001403//invasive growth in response to glucose limitation;GO:0072489//methylammonium transmembrane transport;GO:0072488//ammonium transmembrane transportK03320//ammonium transporter, Amt familyNP_588424.1//ammonium transporter Amt1 [Schizosaccharomyces pombe 972h-]ammonium transporter Amt1 (amt1), mRNA
2540852 NM_001021097.290.16 94 66.01 SPBC428.12cGO:0005634//nucleus;GO:0005829//cytosolGO:0003755//peptidyl-prolyl cis-trans isomerase activity;GO:0003723//RNA bindingNA K13091//RNA-binding protein 39NP_595190.1//RNA-binding protein [Schizosaccharomyces pombe 972h-]RNA-binding protein (SPBC428.12c), partial mRNA
2540372 NM_001022486.280.13 76.41 38.09 SPBC31F10.03GO:0016592//mediator complexGO:0001104//RNA polymerase II transcription cofactor activity;GO:0030295//protein kinase activator activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0032147//activation of protein kinase activity;GO:0006351//transcription, DNA-templatedK07232//cation transport protein ChaC;K09506//DnaJ homolog subfamily A member 5;K15134NP_596566.1//mediator complex subunit Srb4 [Schizosaccharomyces pombe 972h-]putative ChaC-like cation transport regulator (SPBC31F10.03), mRNA
2539582 NM_001022786.295.25 88.88 46.65 bqt3 GO:0005783//endoplasmic reticulum;GO:1990862//nuclear membrane complex Bqt3-Bqt4;GO:0005635//nuclear envelope;GO:0005789//endoplasmic reticulum membraneNA GO:0051301//cell division;GO:0044821//meiotic telomere tethering at nuclear periphery;GO:0044820//mitotic telomere tethering at nuclear peripheryNA NP_587793.1//bouquet formation protein Bqt3 [Schizosaccharomyces pombe 972h-]bouquet formation protein Bqt3 (bqt3), mRNA
2539862 NM_001023826.2126.52 125.61 79.29 rpt1 GO:0005634//nucleus;GO:0031595//nuclear proteasome complex;GO:0005829//cytosol;GO:0031597//cytosolic proteasome complex;GO:0008540//proteasome regulatory particle, base subcomplexGO:0004175//endopeptidase activity;GO:0005524//ATP binding;GO:0017025//TBP-class protein binding;GO:0036402//proteasome-activating ATPase activity;GO:0016887//ATPase activityGO:0070682//proteasome regulatory particle assembly;GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0045899//positive regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0030433//ubiquitin-dependent ERAD pathwayK03061//26S proteasome regulatory subunit T1NP_596805.1//19S proteasome regulatory subunit Rpt1 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome regulatory subunit Rpt1 (rpt1), mRNA
2542407 NM_001020196.2101.68 105.42 35.38 SPAC19B12.06cGO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0030137//COPI-coated vesicle;GO:0000139//Golgi membraneGO:0004252//serine-type endopeptidase activityNA K05289//glycosylphosphatidylinositol transamidaseNP_594769.2//rhomboid family protease [Schizosaccharomyces pombe 972h-]rhomboid family protease (SPAC19B12.06c), mRNA
2539032 NM_001023077.379.52 79.15 107.34 hem12 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004853//uroporphyrinogen decarboxylase activityGO:0006782//protoporphyrinogen IX biosynthetic process;GO:0006783//heme biosynthetic processK01599//uroporphyrinogen decarboxylase [EC:4.1.1.37]NP_588085.2//uroporphyrinogen decarboxylase Hem12 (predicted) [Schizosaccharomyces pombe 972h-]putative uroporphyrinogen decarboxylase Hem12 (hem12), partial mRNA
2542212 NM_001018416.2114.02 114.49 104.85 cct2 GO:0005634//nucleus;GO:0005832//chaperonin-containing T-complexGO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0006457//protein foldingK09494//T-complex protein 1 subunit betaXP_013021798.1//chaperonin-containing T-complex beta subunit Cct2 [Schizosaccharomyces cryophilus OY26]chaperonin-containing T-complex beta subunit Cct2 (cct2), mRNA
2539224 NM_001022979.279.36 112.8 177.28 SPCC16A11.01GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005764//lysosomeNA GO:0048017//inositol lipid-mediated signaling;GO:0006629//lipid metabolic processNA NP_587988.1//plasma membrane protein involved in inositol lipid-mediated signaling (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC16A11.01), mRNA
2541188 NM_001021542.295.33 94.84 146.59 SPBC83.16c GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005741//mitochondrial outer membrane;GO:0005737//cytoplasmNA GO:0071218//cellular response to misfolded proteinNA NP_595648.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC83.16c), mRNA
2540457 NM_001022526.2103.75 87.1 44.55 arx1 GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0008237//metallopeptidase activityGO:0042273//ribosomal large subunit biogenesisK14813//metalloprotease ARX1 [EC:3.-.-.-]NP_596605.1//ribosomal export complex protein Arx1, peptidase family (predicted) [Schizosaccharomyces pombe 972h-]putative ribosomal export complex protein Arx1 (arx1), mRNA
2539118 NM_001023371.293.22 81.16 13.09 adg3 NA NA NA K22016//mucin-3/17CDO52404.1//similar to Saccharomyces cerevisiae YMR244W Putative protein of unknown function [Geotrichum candidum]putative beta-glucosidase Adg3 (adg3), mRNA
2541806 NM_001018471.278.72 111.86 149.01 prz1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046872//metal ion binding;GO:0071889//14-3-3 protein binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003676//nucleic acid bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0019722//calcium-mediated signaling;GO:0097720//calcineurin-mediated signaling;GO:0006874//cellular calcium ion homeostasisK21543 NP_593073.1//calcineurin responsive transcription factor Prz1 [Schizosaccharomyces pombe 972h-]calcineurin-responsive transcription factor Prz1 (prz1), mRNA
2540881 NM_001021219.275.05 73.17 32.24 spa1 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0008073//ornithine decarboxylase inhibitor activityGO:0045732//positive regulation of protein catabolic process;GO:0010967//regulation of polyamine biosynthetic process;GO:0006591//ornithine metabolic processK06316//oligosaccharide translocation protein RFT1NP_595312.1//ornithine decarboxylase antizyme spa1 [Schizosaccharomyces pombe 972h-]ornithine decarboxylase antizyme spa1 (spa1), mRNA
2540989 NM_001022587.286.75 85.66 40.65 rpa43 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activityGO:0006360//transcription from RNA polymerase I promoter;GO:0006351//transcription, DNA-templatedK03004//DNA-directed RNA polymerase I subunit RPA43NP_596665.1//DNA-directed RNA polymerase I complex subunit Rpa43 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase I complex subunit Rpa43 (rpa43), mRNA
2539620 NM_001355836.162.7 63.08 82.83 cnp3 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005730//nucleolus;GO:0000778//condensed nuclear chromosome kinetochore;GO:0000779//condensed chromosome, centromeric region;GO:0000776//kinetochore;GO:0000775//chromosome, centromeric regionGO:0019237//centromeric DNA bindingGO:1903394//protein localization to kinetochore involved in kinetochore assembly;GO:0000070//mitotic sister chromatid segregation;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0051455//attachment of spindle microtubules to kinetochore involved in homologous chromosome segregation;GO:0051382//kinetochore assemblyK11497//centromere protein CXP_001713151.1//centromere protein [Schizosaccharomyces pombe 972h-]centromere protein (cnp3), mRNA
2541166 NM_001021406.2108.37 89.05 30.76 ura5 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004588//orotate phosphoribosyltransferase activityGO:0044205//'de novo' UMP biosynthetic process;GO:0006221//pyrimidine nucleotide biosynthetic process;GO:0009116//nucleoside metabolic process;GO:0006207//'de novo' pyrimidine nucleobase biosynthetic processK00762 NP_595495.1//orotate phosphoribosyltransferase Ura5 [Schizosaccharomyces pombe 972h-]orotate phosphoribosyltransferase Ura5 (ura5), mRNA
2538768 NM_001022700.278.47 77.9 88.06 ura4 GO:0005634//nucleus;GO:0005829//cytosolGO:0004590//orotidine-5'-phosphate decarboxylase activityGO:0006222//UMP biosynthetic process;GO:0044205//'de novo' UMP biosynthetic process;GO:0006207//'de novo' pyrimidine nucleobase biosynthetic processK01591 NP_587705.1//orotidine 5'-phosphate decarboxylase Ura4 [Schizosaccharomyces pombe 972h-]orotidine 5'-phosphate decarboxylase Ura4 (ura4), mRNA
2541565 NM_001020288.2106.93 103.46 57.29 ubc14 GO:0000127//transcription factor TFIIIC complexGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0061631//ubiquitin conjugating enzyme activityGO:0006359//regulation of transcription from RNA polymerase III promoter;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0006383//transcription from RNA polymerase III promoterK06689//ubiquitin-conjugating enzyme E2 D [EC:2.3.2.23]NP_594859.1//ubiquitin conjugating enzyme Ubc14 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin conjugating enzyme Ubc14 (ubc14), partial mRNA
2538755 NM_001022946.126.67 23.13 8.77 Tf2-12 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003964//RNA-directed DNA polymerase activity;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0004519//endonuclease activity;GO:0004190//aspartic-type endopeptidase activityGO:0015074//DNA integration;GO:0006310//DNA recombinationK07497 NP_587955.1//retrotransposable element [Schizosaccharomyces pombe 972h-]retrotransposable element (Tf2-12), partial mRNA
2541991 NM_001019840.126.67 23.13 8.77 Tf2-6 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003964//RNA-directed DNA polymerase activity;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0004519//endonuclease activity;GO:0004190//aspartic-type endopeptidase activityGO:0015074//DNA integration;GO:0006310//DNA recombinationK07497 NP_587955.1//retrotransposable element [Schizosaccharomyces pombe 972h-]retrotransposable element (Tf2-6), partial mRNA
3361422 NM_001019831.126.67 23.13 8.77 Tf2-5 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003964//RNA-directed DNA polymerase activity;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0004519//endonuclease activity;GO:0004190//aspartic-type endopeptidase activityGO:0015074//DNA integration;GO:0006310//DNA recombinationK07497 NP_587955.1//retrotransposable element [Schizosaccharomyces pombe 972h-]retrotransposable element (Tf2-5), partial mRNA
2542227 NM_001018226.275.65 89.59 39.6 gmh2 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0031278//alpha-1,2-galactosyltransferase activityGO:0042125//protein galactosylation;GO:0006487//protein N-linked glycosylation;GO:0006491//N-glycan processing;GO:0009272//fungal-type cell wall biogenesisK05532;K10971NP_592826.1//alpha-1,2-galactosyltransferase Gmh2 (predicted) [Schizosaccharomyces pombe 972h-]putative alpha-1,2-galactosyltransferase Gmh2 (gmh2), mRNA
2538955 NM_001023291.2107.42 106.89 53.55 bdf1 GO:0000812//Swr1 complex;GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0031493//nucleosomal histone bindingGO:0033696//negative regulation of extent of heterochromatin assembly;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016569//covalent chromatin modification;GO:0043486//histone exchange;GO:0006351//transcription, DNA-templatedK11684 NP_588301.2//Swr1 complex bromodomain subunit Brf1 [Schizosaccharomyces pombe 972h-]Swr1 complex bromodomain subunit Brf1 (bdf1), mRNA
2540928 NM_001022013.2109.1 105.44 44.7 fma1 GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022626//cytosolic ribosomeGO:0003729//mRNA binding;GO:0046872//metal ion binding;GO:0070006//metalloaminopeptidase activityGO:0010629//negative regulation of gene expression;GO:0035551//protein initiator methionine removal involved in protein maturationK01265//methionyl aminopeptidase [EC:3.4.11.18]NP_596097.1//methionine aminopeptidase Fma1 (predicted) [Schizosaccharomyces pombe 972h-]putative methionine aminopeptidase Fma1 (fma1), mRNA
2539802 NM_001021478.382.02 79.57 57.25 tim50 GO:0005744//mitochondrial inner membrane presequence translocase complex;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0030943//mitochondrion targeting sequence binding;GO:0015266//protein channel activity;GO:0042802//identical protein binding;GO:0004721//phosphoprotein phosphatase activityGO:0046902//regulation of mitochondrial membrane permeability;GO:0030150//protein import into mitochondrial matrixK17496//mitochondrial import inner membrane translocase subunit TIM50NP_595583.2//TIM23 translocase complex subunit Tim50 (predicted) [Schizosaccharomyces pombe 972h-]putative TIM23 translocase complex subunit Tim50 (tim50), mRNA
2538801 NM_001023332.2101.63 95.07 58.87 nup60 GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0044615//nuclear pore nuclear basketGO:0046872//metal ion binding;GO:0005487//nucleocytoplasmic transporter activity;GO:0017056//structural constituent of nuclear poreGO:0016973//poly(A)+ mRNA export from nucleus;GO:0034398//telomere tethering at nuclear periphery;GO:0006607//NLS-bearing protein import into nucleus;GO:0008298//intracellular mRNA localization;GO:0031990//mRNA export from nucleus in response to heat stressK19851;K18718NP_588341.1//nucleoporin Nup60 [Schizosaccharomyces pombe 972h-]nucleoporin Nup60 (nup60), mRNA
2541183 NM_001021405.271.65 66.71 38.1 arg6 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0034618//arginine binding;GO:0004042//acetyl-CoA:L-glutamate N-acetyltransferase activity;GO:0103045//methione N-acyltransferase activityGO:0006536//glutamate metabolic process;GO:0006526//arginine biosynthetic processK00618 NP_595494.1//acetylglutamate synthase Arg6 (predicted) [Schizosaccharomyces pombe 972h-]putative acetylglutamate synthase Arg6 (arg6), mRNA

NR_149965.1 NR_149965.1 137.75 132.17 221.9 NA GO:0005829//cytosolNA NA K12619//5'-3' exoribonuclease 2 [EC:3.1.13.-];K11786NP_587727.1//sequence orphan [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1115), miscRNA
2541942 NM_001018545.293.81 97.32 91.24 seb1 GO:0005634//nucleus;GO:0035649//Nrd1 complexGO:0003723//RNA binding;GO:0003676//nucleic acid bindingGO:0031123//RNA 3'-end processing;GO:0000398//mRNA splicing, via spliceosome;GO:0030847//termination of RNA polymerase II transcription, exosome-dependentK15560//protein NRD1NP_593148.1//RNA-binding protein Seb1 [Schizosaccharomyces pombe 972h-]RNA-binding protein Seb1 (seb1), mRNA
2538913 NM_001022893.287.05 88.45 77.96 ccr4 GO:0005634//nucleus;GO:0030014//CCR4-NOT complex;GO:0005829//cytosol;GO:0000932//P-body;GO:0030015//CCR4-NOT core complexGO:0004535//poly(A)-specific ribonuclease activity;GO:0003723//RNA binding;GO:0046872//metal ion bindingGO:0006355//regulation of transcription, DNA-templated;GO:0000289//nuclear-transcribed mRNA poly(A) tail shortening;GO:0006351//transcription, DNA-templatedK12603//CCR4-NOT transcription complex subunit 6 [EC:3.1.13.4]NP_587901.1//CCR4-Not complex subunit Ccr4 (predicted) [Schizosaccharomyces pombe 972h-]putative CCR4-Not complex subunit Ccr4 (ccr4), mRNA
2543402 NM_001018310.296.54 95.71 43.47 tup12 GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0090568//nuclear transcriptional repressor complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0042393//histone bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006342//chromatin silencing;GO:0043156//chromatin remodeling in response to cation stress;GO:0045014//negative regulation of transcription by glucose;GO:0006351//transcription, DNA-templatedK06666 NP_592910.2//transcriptional corepressor Tup12 [Schizosaccharomyces pombe 972h-]transcriptional corepressor Tup12 (tup12), mRNA
2540329 NM_001356227.1129.92 121.69 72.29 atf1 GO:0005634//nucleus;GO:1990243//atf1-pcr1 complex;GO:0000790//nuclear chromatinGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003723//RNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activity;GO:0003690//double-stranded DNA binding;GO:0010844//recombination hotspot bindingGO:0006338//chromatin remodeling;GO:0010846//activation of reciprocal meiotic recombination;GO:1904765//positive regulation of transcription from RNA polymerase II promoter in response to maltose;GO:1903694//positive regulation of mitotic G1 cell cycle arrest in response to nitrogen starvation;GO:0034605//cellular response to heat;GO:0016584//nucleosome positioning;GO:0110034//negative regulation of adenylate cyclase-activating glucose-activated G-protein coupled receptor signaling pathway;GO:0045128//negative regulation of reciprocal meiotic recombination;GO:0071470//cellular response to osmotic stress;GO:0060195//negative regulation of antisense RNA transcription;GO:0007131//reciprocal meiotic recombination;GO:0061417//negative regulation of transcription from RNA polymerase II promoter in response to oxidative stress;GO:0034599//cellular response to oxidative stress;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0071852//fungal-type cell wall organization or biogenesis;GO:0051403//stress-activated MAPK cascadeK09051 NP_595652.1//transcription factor, Atf-CREB family Atf1 [Schizosaccharomyces pombe 972h-]Atf-CREB family transcription factor Atf1 (atf1), mRNA
2541474 NM_001018370.271.43 75.54 22.49 psf3 GO:0071162//CMG complex;GO:0031261//DNA replication preinitiation complex;GO:0005634//nucleus;GO:0031298//replication fork protection complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0000811//GINS complexNA GO:0000727//double-strand break repair via break-induced replication;GO:1902975//mitotic DNA replication initiationK10734//GINS complex subunit 3NP_592970.1//GINS complex subunit Psf3 [Schizosaccharomyces pombe 972h-]GINS complex subunit Psf3 (psf3), mRNA
2540659 NM_001022464.2111.27 87.87 110.69 ppp1 GO:0070545//PeBoW complex;GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorGO:0003723//RNA binding;GO:0043021//ribonucleoprotein complex bindingGO:0042254//ribosome biogenesis;GO:0000466//maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14843//pescadilloNP_596543.1//pescadillo-family BRCT domain protein (predicted) [Schizosaccharomyces pombe 972h-]putative BRCT domain-containing ribosome biogenesis protein (ppp1), mRNA
2543077 NM_001018255.287.18 92.21 24.52 SPAC806.04cGO:0005634//nucleus;GO:0005829//cytosolGO:0008983//protein-glutamate O-methyltransferase activity;GO:0016791//phosphatase activityNA K06997//PLP dependent proteinNP_592854.2//DUF89 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC806.04c), mRNA
2541123 NM_001021417.294.94 87.68 61.79 SPBC651.09cGO:0005634//nucleus;GO:0016593//Cdc73/Paf1 complexGO:0003677//DNA binding;GO:0001076//transcription factor activity, RNA polymerase II transcription factor binding;GO:1990269//RNA polymerase II C-terminal domain phosphoserine bindingGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0016570//histone modificationK15178//RNA polymerase-associated protein RTF1NP_595507.1//RNA polymerase II associated Paf1 complex (predicted) [Schizosaccharomyces pombe 972h-]putative RNA polymerase II-associated Paf1 complex protein (SPBC651.09c), mRNA
2540086 NM_001021843.284.19 85.93 62.51 SPBC16H5.12cNA GO:0016787//hydrolase activityNA K06675//structural maintenance of chromosome 4NP_595935.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC16H5.12c), mRNA
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2541077 NM_001021534.2117.77 111.18 129.94 rvb2 GO:0000812//Swr1 complex;GO:0035267//NuA4 histone acetyltransferase complex;GO:0005724//nuclear telomeric heterochromatin;GO:0005634//nucleus;GO:0070209//ASTRA complex;GO:0031011//Ino80 complex;GO:0005829//cytosol;GO:0097255//R2TP complexGO:0005524//ATP binding;GO:0043140//ATP-dependent 3'-5' DNA helicase activity;GO:0043141//ATP-dependent 5'-3' DNA helicase activity;GO:0016887//ATPase activity;GO:0004003//ATP-dependent DNA helicase activityGO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0043486//histone exchange;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylation;GO:0006364//rRNA processing;GO:0000492//box C/D snoRNP assembly;GO:0060303//regulation of nucleosome density;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0016569//covalent chromatin modification;GO:0043044//ATP-dependent chromatin remodelingK11338//RuvB-like protein 2 [EC:3.6.4.12]NP_595640.1//AAA family ATPase Rvb2 [Schizosaccharomyces pombe 972h-]AAA family ATPase Rvb2 (rvb2), mRNA
3361431 NM_001019810.3100.6 108.09 88.63 SPAC2F3.18cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0004521//endoribonuclease activityNA K19770//ribonuclease kappa [EC:3.1.-.-]NP_001018267.3//hypothetical protein SPAC2F3.18c [Schizosaccharomyces pombe 972h-]putative ribonuclease kappa-like protein (SPAC2F3.18c), mRNA
2542821 NM_001020102.297.96 93.96 39.13 SPAC144.12 GO:0043231//intracellular membrane-bounded organelle;GO:0005737//cytoplasmGO:0004751//ribose-5-phosphate isomerase activityGO:0009052//pentose-phosphate shunt, non-oxidative branch;GO:0006014//D-ribose metabolic processK01807//ribose 5-phosphate isomerase A [EC:5.3.1.6]NP_594673.1//ribose 5-phosphate isomerase (predicted) [Schizosaccharomyces pombe 972h-]putative ribose 5-phosphate isomerase (SPAC144.12), mRNA
2540925 NM_001021672.2100.78 99.19 49.78 SPBC3H7.04 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005763//mitochondrial small ribosomal subunit;GO:0005737//cytoplasmGO:0004784//superoxide dismutase activity;GO:0046872//metal ion binding;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK04564//superoxide dismutase, Fe-Mn family [EC:1.15.1.1]NP_595771.1//mitochondrial ribosomal protein subunit S26 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S26 (SPBC3H7.04), mRNA
2539109 NM_001023367.292.53 95.78 49.93 ssp2 GO:0031588//nucleotide-activated protein kinase complex;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0031593//polyubiquitin modification-dependent protein binding;GO:0005524//ATP bindingGO:2000766//negative regulation of cytoplasmic translation;GO:0000278//mitotic cell cycle;GO:0007165//signal transduction;GO:0005975//carbohydrate metabolic process;GO:0046015//regulation of transcription by glucose;GO:1904262//negative regulation of TORC1 signalingK12761//carbon catabolite-derepressing protein kinase [EC:2.7.11.1]NP_588376.1//serine/threonine protein kinase Ssp2 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Ssp2 (ssp2), mRNA
2543238 NM_001020209.260.63 53.8 36.49 SPAPB8E5.07cGO:0005634//nucleus;GO:0005816//spindle pole body;GO:0030688//preribosome, small subunit precursor;GO:0005737//cytoplasmNA GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0030490//maturation of SSU-rRNAK14794//ribosomal RNA-processing protein 12NP_594781.1//ribosome biogenesis protein Rrp12 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Rrp12 (SPAPB8E5.07c), mRNA
2542528 NM_001020220.389.04 93.71 43.72 SPAC1B3.08 GO:0005634//nucleus;GO:0005829//cytosol;GO:0070390//transcription export complex 2GO:0003723//RNA binding;GO:0003690//double-stranded DNA bindingGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0071033//nuclear retention of pre-mRNA at the site of transcription;GO:0000973//posttranscriptional tethering of RNA polymerase II gene DNA at nuclear peripheryNA NP_594792.1//COP9 signalosome complex subunit 12 (predicted) [Schizosaccharomyces pombe 972h-]putative COP9 signalosome complex subunit 12 (SPAC1B3.08), partial mRNA
2539379 NM_001023196.293.46 97.12 66.65 par1 GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0000159//protein phosphatase type 2A complex;GO:0005826//actomyosin contractile ringGO:0019888//protein phosphatase regulator activityGO:0007165//signal transduction;GO:0031030//negative regulation of septation initiation signalingK11584//serine/threonine-protein phosphatase 2A regulatory subunit B'XP_013023875.1//protein phosphatase regulatory subunit Par1 [Schizosaccharomyces cryophilus OY26]protein phosphatase regulatory subunit Par1 (par1), mRNA
2541740 NM_001020170.2106.11 101.2 49.04 sts1 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0000246//delta24(24-1) sterol reductase activityGO:0006696//ergosterol biosynthetic processK00223 NP_594742.1//C-24(28) sterol reductase Sts1 [Schizosaccharomyces pombe 972h-]C-24(28) sterol reductase Sts1 (sts1), mRNA
2539977 NM_001022344.2126.44 110.14 56.21 ght2 GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005353//fructose transmembrane transporter activity;GO:0005355//glucose transmembrane transporter activity;GO:0005358//high-affinity hydrogen:glucose symporter activityGO:0098708//glucose import across plasma membrane;GO:1990539//fructose import across plasma membraneK08139 NP_596425.1//hexose transporter Ght2 [Schizosaccharomyces pombe 972h-]hexose transporter Ght2 (ght2), mRNA
2540425 NM_001021555.298.22 92.44 36.16 mgr2 GO:0005744//mitochondrial inner membrane presequence translocase complex;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membrane;GO:0005737//cytoplasmNA GO:0030150//protein import into mitochondrial matrix;GO:0045039//protein import into mitochondrial inner membraneNA NP_595661.1//mitochondrial membrane protein Mgr2 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Mgr2 (mgr2), mRNA
3361294 NM_001355855.198.26 96.04 33.74 vma9 GO:0033179//proton-transporting V-type ATPase, V0 domain;GO:0000220//vacuolar proton-transporting V-type ATPase, V0 domain;GO:0000329//fungal-type vacuole membrane;GO:0016021//integral component of membraneGO:0042625//ATPase coupled ion transmembrane transporter activity;GO:0015078//hydrogen ion transmembrane transporter activity;GO:0046961//proton-transporting ATPase activity, rotational mechanismGO:0000032//cell wall mannoprotein biosynthetic process;GO:0015991//ATP hydrolysis coupled proton transport;GO:0016049//cell growth;GO:0007035//vacuolar acidification;GO:0043623//cellular protein complex assemblyK02153//V-type H+-transporting ATPase subunit eNP_001018781.2//V-type ATPase V0 subunit e (predicted) [Schizosaccharomyces pombe 972h-]putative V-type ATPase V0 subunit e (vma9), mRNA
2541858 NM_001018826.292.55 86.44 31.76 alp13 GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0032221//Rpd3S complex;GO:0000790//nuclear chromatinNA GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0006342//chromatin silencing;GO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0043968//histone H2A acetylation;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylation;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0043967//histone H4 acetylation;GO:0006974//cellular response to DNA damage stimulus;GO:0016575//histone deacetylationK11339//mortality factor 4-like protein 1NP_593394.1//MRG family Clr6 histone deacetylase complex subunit Alp13 [Schizosaccharomyces pombe 972h-]MRG family Clr6 histone deacetylase complex subunit Alp13 (alp13), mRNA
2542126 NM_001020217.287.68 79.35 40.11 not3 GO:0005634//nucleus;GO:0030014//CCR4-NOT complex;GO:0005829//cytosol;GO:0000932//P-body;GO:0005737//cytoplasm;GO:0030015//CCR4-NOT core complexNA GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0017148//negative regulation of translation;GO:0006355//regulation of transcription, DNA-templated;GO:0000289//nuclear-transcribed mRNA poly(A) tail shortening;GO:0006351//transcription, DNA-templatedK12580//CCR4-NOT transcription complex subunit 3NP_594789.2//CCR4-Not complex subunit Not3/5 (predicted) [Schizosaccharomyces pombe 972h-]putative CCR4-Not complex subunit Not3/5 (not3), mRNA
2542064 NM_001019932.289.91 81.94 41.79 tif224 GO:0005634//nucleus;GO:0005851//eukaryotic translation initiation factor 2B complex;GO:0005829//cytosolGO:0003743//translation initiation factor activity;GO:0005085//guanyl-nucleotide exchange factor activityGO:0002183//cytoplasmic translational initiationK03680//translation initiation factor eIF-2B subunit deltaNP_594503.1//translation initiation factor eIF2B delta subunit (predicted) [Schizosaccharomyces pombe 972h-]putative translation initiation factor eIF2B delta subunit tif224 (tif224), mRNA
2540813 NM_001021375.2107.33 92.28 86.62 SPBC409.15 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0030490//maturation of SSU-rRNAK14800//pre-rRNA-processing protein TSR2NP_595465.1//rRNA processing protein Tsr2 (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA processing protein Tsr2 (SPBC409.15), mRNA
2539236 NM_001022871.2100.52 101.39 63.44 tfa2 GO:0097550//transcriptional preinitiation complex;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005673//transcription factor TFIIE complexGO:0003697//single-stranded DNA binding;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0003677//DNA binding;GO:0001097//TFIIH-class transcription factor binding;GO:0000993//RNA polymerase II core bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006367//transcription initiation from RNA polymerase II promoterK03137//transcription initiation factor TFIIE subunit betaNP_587879.1//transcription factor TFIIE beta subunit, TFIIEB, Tfa2 [Schizosaccharomyces pombe 972h-]transcription factor TFIIE subunit Tfa2 (tfa2), mRNA
2541626 NM_001019899.275.29 96.82 73.83 SPAC25B8.10GO:0005634//nucleus;GO:0005829//cytosolGO:0008168//methyltransferase activity;GO:0046547//trans-aconitate 3-methyltransferase activityGO:0044262//cellular carbohydrate metabolic processK14300//nuclear pore complex protein Nup133NP_594470.1//trans-aconitate 3-methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative trans-aconitate 3-methyltransferase (SPAC25B8.10), mRNA
2539413 NM_001023548.283.83 75.25 106.01 SPCP1E11.08GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorNA GO:0000470//maturation of LSU-rRNA;GO:0000460//maturation of 5.8S rRNA;GO:0042273//ribosomal large subunit biogenesisK14842//ribosome biogenesis protein NSA2NP_588561.1//ribosome biogenesis protein nsa2 [Schizosaccharomyces pombe 972h-]ribosome biogenesis protein nsa2 (SPCP1E11.08), mRNA
2542885 NM_001018843.285.32 78.94 38.92 vas2 GO:0005768//endosome;GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0030121//AP-1 adaptor complexGO:0030276//clathrin binding;GO:0008565//protein transporter activityGO:0006886//intracellular protein transport;GO:0016197//endosomal transport;GO:0016192//vesicle-mediated transportK12394//AP-1 complex subunit sigma 1/2NP_593410.1//AP-1 adaptor complex sigma subunit Aps1 [Schizosaccharomyces pombe 972h-]AP-1 adaptor complex sigma subunit Aps1 (vas2), mRNA
2539415 NM_001022967.287.1 84.05 51.14 aah3 GO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0005618//cell wall;GO:0016021//integral component of membrane;GO:0046658//anchored component of plasma membrane;GO:0005886//plasma membraneGO:0004556//alpha-amylase activity;GO:0005509//calcium ion binding;GO:0103025//alpha-amylase activity (releasing maltohexaose)GO:0030476//ascospore wall assembly;GO:0070591//ascospore wall biogenesis;GO:0009272//fungal-type cell wall biogenesis;GO:0016052//carbohydrate catabolic processK01176//alpha-amylase [EC:3.2.1.1]NP_587976.1//GPI-anchored glycosyl hydrolase family 13 protein [Schizosaccharomyces pombe 972h-]GPI-anchored glycosyl hydrolase family 13 protein (aah3), mRNA
2538826 NM_001023321.2120.11 110.11 487.38 zta1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0017091//AU-rich element binding;GO:0003960//NADPH:quinone reductase activity;GO:0016491//oxidoreductase activityGO:0034599//cellular response to oxidative stress;GO:1990748//cellular detoxificationK00344//NADPH2:quinone reductase [EC:1.6.5.5]NP_588330.1//NADPH quinone oxidoreductase/ARE-binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative NADPH quinone oxidoreductase/ARE-binding protein (zta1), mRNA
2541334 NM_001022111.286.95 85.71 37.69 SPBP4H10.18cGO:0005739//mitochondrionNA NA NA NP_596192.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBP4H10.18c), mRNA
2541038 NM_001021956.278.38 73.42 46.96 ccr1 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005741//mitochondrial outer membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0050661//NADP binding;GO:0003958//NADPH-hemoprotein reductase activity;GO:0010181//FMN binding;GO:0050660//flavin adenine dinucleotide bindingGO:0006696//ergosterol biosynthetic processK00327//NADPH-ferrihemoprotein reductase [EC:1.6.2.4]NP_596046.1//NADPH-cytochrome p450 reductase [Schizosaccharomyces pombe 972h-]NADPH-cytochrome p450 reductase (ccr1), mRNA
2543125 NM_001018855.295.53 92.78 28.48 img1 GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02884//large subunit ribosomal protein L19NP_593422.1//mitochondrial ribosomal protein subunit L19 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L19 (img1), mRNA
2539039 NM_001022683.211.24 11.04 3.29 SPCC757.13 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0071916//dipeptide transmembrane transporter activityGO:0055085//transmembrane transportK08192 NP_587688.1//dipeptide transmembrane transporter [Schizosaccharomyces pombe 972h-]dipeptide transmembrane transporter (SPCC757.13), mRNA
2539726 NM_001022183.2105.81 89.35 41.66 SPBC13E7.08cGO:0005634//nucleus;GO:0016593//Cdc73/Paf1 complexGO:0003723//RNA binding;GO:1990269//RNA polymerase II C-terminal domain phosphoserine bindingGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0033696//negative regulation of extent of heterochromatin assembly;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0016570//histone modificationK15177//RNA polymerase-associated protein LEO1;K19898NP_596263.1//RNA polymerase II associated Paf1 complex (predicted) [Schizosaccharomyces pombe 972h-]putative RNA polymerase II-associated Paf1 complex protein (SPBC13E7.08c), mRNA
2540507 NM_001021747.295.68 94.48 25.26 rsm23 GO:0005840//ribosome;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK17408//small subunit ribosomal protein S29NP_595843.1//mitochondrial ribosomal protein subunit S23 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S23 (rsm23), mRNA
2539992 NM_001023849.270.99 70.48 58.66 pob1 GO:0016020//membrane;GO:0051286//cell tip;GO:0031097//medial cortex;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipNA GO:0017157//regulation of exocytosis;GO:0008360//regulation of cell shapeK19841;K19849;K11294//nucleolinNP_596828.1//Boi family protein [Schizosaccharomyces pombe 972h-]Boi family protein (pob1), mRNA
2540072 NM_001021848.297.61 100.87 52.99 ppa2 GO:0005634//nucleus;GO:0005829//cytosolGO:0004721//phosphoprotein phosphatase activityGO:0010972//negative regulation of G2/M transition of mitotic cell cycleK19986//exocyst complex component 8;K04382//serine/threonine-protein phosphatase 2A catalytic subunit [EC:3.1.3.16]XP_013021857.1//serine/threonine protein phosphatase Ppa2 [Schizosaccharomyces cryophilus OY26]serine/threonine protein phosphatase Ppa2 (ppa2), mRNA
2538833 NM_001023551.2100.48 85.75 42.51 puf6 GO:0005634//nucleus;GO:0015934//large ribosomal subunit;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorGO:0000900//translation repressor activity, nucleic acid binding;GO:0003729//mRNA binding;GO:0003730//mRNA 3'-UTR bindingGO:0042273//ribosomal large subunit biogenesis;GO:0006417//regulation of translationK14844//pumilio homology domain family member 6NP_588564.1//Puf family RNA-binding protein Puf6 (predicted) [Schizosaccharomyces pombe 972h-]putative Puf family RNA-binding protein Puf6 (puf6), partial mRNA
2541498 NM_001018364.285.66 84.8 50.84 SPAC227.10 GO:0016272//prefoldin complex;GO:0016020//membrane;GO:0005788//endoplasmic reticulum lumen;GO:0005783//endoplasmic reticulum;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0015631//tubulin binding;GO:0030246//carbohydrate binding;GO:0051082//unfolded protein binding;GO:0044183//protein binding involved in protein foldingGO:0006457//protein folding;GO:0030970//retrograde protein transport, ER to cytosol;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0007021//tubulin complex assembly;GO:0030968//endoplasmic reticulum unfolded protein responseK10088//protein OS-9;K09549//prefoldin subunit 2NP_592965.3//sensor for misfolded ER glycoproteins Yos9 (predicted) [Schizosaccharomyces pombe 972h-]putative prefoldin subunit 2 (SPAC227.10), mRNA
5802955 NM_001356163.180.62 77.14 49.66 pan1 GO:0010008//endosome membrane;GO:0005634//nucleus;GO:0030479//actin cortical patch;GO:0005938//cell cortex;GO:0005886//plasma membraneGO:0003779//actin binding;GO:0005509//calcium ion bindingGO:0006886//intracellular protein transport;GO:0000147//actin cortical patch assembly;GO:0006897//endocytosisK20047 XP_001713105.1//actin cortical patch component, with EF hand and WH2 motif Panl (predicted) [Schizosaccharomyces pombe 972h-]putative actin cortical patch component protein PanI (pan1), mRNA
2540338 NM_001022361.286.47 91.38 18.79 SPBC2G2.13cGO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004821//histidine-tRNA ligase activity;GO:0005524//ATP bindingGO:0032543//mitochondrial translation;GO:0006427//histidyl-tRNA aminoacylation;GO:0002181//cytoplasmic translationK01493//dCMP deaminase [EC:3.5.4.12];K01892//histidyl-tRNA synthetase [EC:6.1.1.21]NP_596441.2//mitochondrial and cytoplasmic histidine-tRNA ligase Hrs1 (predicted) [Schizosaccharomyces pombe 972h-]putative deoxycytidylate deaminase (SPBC2G2.13c), mRNA
2539610 NM_001355832.181.26 75.69 44.76 cki1 GO:0005634//nucleus;GO:0000324//fungal-type vacuole;GO:0005886//plasma membraneGO:0000287//magnesium ion binding;GO:0004713//protein tyrosine kinase activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0018105//peptidyl-serine phosphorylation;GO:0030100//regulation of endocytosis;GO:0090215//regulation of 1-phosphatidylinositol-4-phosphate 5-kinase activity;GO:0006897//endocytosis;GO:0008360//regulation of cell shapeK02218//casein kinase 1 [EC:2.7.11.1]NP_596698.1//serine/threonine protein kinase Cki1 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Cki1 (cki1), mRNA
2539681 NM_001022548.286.16 79.64 23.81 mrpl32 GO:0015934//large ribosomal subunit;GO:0005762//mitochondrial large ribosomal subunit;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02911//large subunit ribosomal protein L32NP_596627.1//mitochondrial ribosomal protein subunit L32 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L32 (mrpl32), mRNA
2542984 NM_001018198.255.72 51.2 72.28 SPAC11D3.01cGO:0005634//nucleus;GO:0005829//cytosolNA NA K06699//proteasome activator subunit 4NP_592798.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC11D3.01c), mRNA
2539823 NM_001023792.278.24 75.16 42.64 cip1 GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasmGO:0003723//RNA bindingGO:2000815//regulation of mRNA stability involved in response to oxidative stress;GO:0034599//cellular response to oxidative stressK11294//nucleolinNP_596771.1//RNA-binding protein Cip1 [Schizosaccharomyces pombe 972h-]RNA-binding protein Cip1 (cip1), mRNA
2541041 NM_001021434.276.18 75.09 39.38 pdi2 GO:0005783//endoplasmic reticulum;GO:0005623//cell;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0016853//isomerase activity;GO:0003756//protein disulfide isomerase activityGO:0034975//protein folding in endoplasmic reticulum;GO:0034976//response to endoplasmic reticulum stress;GO:0045454//cell redox homeostasisK13996 NP_595525.1//ER associated protein disulfide isomerase Pdi2 (predicted) [Schizosaccharomyces pombe 972h-]putative disulfide isomerase Pdi2 (pdi2), mRNA
2539895 NM_001020972.277.58 84.43 19.86 pcl1 GO:0005774//vacuolar membrane;GO:0016020//membrane;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0005384//manganese ion transmembrane transporter activity;GO:0015093//ferrous iron transmembrane transporter activity;GO:0005381//iron ion transmembrane transporter activityGO:0071421//manganese ion transmembrane transport;GO:0030026//cellular manganese ion homeostasis;GO:0006880//intracellular sequestering of iron ion;GO:1903874//ferrous iron transmembrane transport;GO:0071281//cellular response to iron ionNA NP_595066.1//ferrous iron transporter Pcl1 [Schizosaccharomyces pombe 972h-]Fe(2+) transporter Pcl1 (pcl1), mRNA
2542588 NM_001355974.160.61 59.99 26.58 gpi18 GO:0031501//mannosyltransferase complex;GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0000030//mannosyltransferase activity;GO:0004584//dolichyl-phosphate-mannose-glycolipid alpha-mannosyltransferase activityGO:0006506//GPI anchor biosynthetic processK07542//phosphatidylinositol glycan, class V [EC:2.4.1.-]NP_592878.2//pig-V, dolichyl-phosphate-mannose-glycolipid alpha-mannosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative dolichyl-phosphate-mannose--glycolipid alpha-mannosyltransferase PIGV (gpi18), mRNA
2539056 NM_001023445.295.85 94.64 30.86 SPCC126.11cGO:0005634//nucleus;GO:0005730//nucleolusGO:0003723//RNA bindingNA NA NP_588454.1//RNA-binding protein, rrm type [Schizosaccharomyces pombe 972h-]rrm type RNA-binding protein (SPCC126.11c), mRNA
2543341 NM_001019586.268.47 66.19 32.55 alp31 GO:0005634//nucleus;GO:0005874//microtubule;GO:0005829//cytosolGO:0048487//beta-tubulin binding;GO:0044183//protein binding involved in protein foldingGO:0007021//tubulin complex assembly;GO:0007023//post-chaperonin tubulin folding pathwayK17292//tubulin-specific chaperone ANP_594162.1//tubulin specific chaperone cofactor A, Alp31 [Schizosaccharomyces pombe 972h-]tubulin-specific chaperone cofactor A Alp31 (alp31), mRNA
2538822 NM_001023491.297.84 98.09 59.15 bgs4 GO:0005783//endoplasmic reticulum;GO:0051286//cell tip;GO:0031520//plasma membrane of cell tip;GO:0035841//new growing cell tip;GO:0043332//mating projection tip;GO:0035838//growing cell tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0000936//primary cell septum;GO:0030427//site of polarized growth;GO:0000935//division septum;GO:0016021//integral component of membrane;GO:0000148//1,3-beta-D-glucan synthase complexGO:0003843//1,3-beta-D-glucan synthase activityGO:0071970//fungal-type cell wall (1->3)-beta-D-glucan biosynthetic process;GO:0031671//primary cell septum biogenesisK00706 NP_588501.1//1,3-beta-glucan synthase subunit Bgs4 [Schizosaccharomyces pombe 972h-]1,3-beta-glucan synthase subunit Bgs4 (bgs4), mRNA
2541633 NM_001018882.282.46 77.43 44.73 swi6 GO:0000781//chromosome, telomeric region;GO:0031934//mating-type region heterochromatin;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0000790//nuclear chromatin;GO:1990707//nuclear subtelomeric heterochromatin;GO:0005721//pericentric heterochromatin;GO:0031618//nuclear pericentric heterochromatin;GO:0034507//chromosome, centromeric outer repeat region;GO:0005720//nuclear heterochromatinGO:0003723//RNA binding;GO:0031493//nucleosomal histone binding;GO:0042802//identical protein binding;GO:0035064//methylated histone binding;GO:0031492//nucleosomal DNA bindingGO:0030466//chromatin silencing at silent mating-type cassette;GO:0071459//protein localization to chromosome, centromeric region;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0006348//chromatin silencing at telomere;GO:0030702//chromatin silencing at centromere;GO:0006325//chromatin organization;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0007533//mating type switching;GO:0007534//gene conversion at mating-type locusK11587//chromobox protein 5;K11585//chromobox protein 1NP_593449.1//chromodomain protein Swi6 [Schizosaccharomyces pombe 972h-]chromodomain protein Swi6 (swi6), mRNA
2539755 NM_001022654.280.39 81.44 31.61 SPBC14F5.02GO:0005634//nucleus;GO:0005829//cytosol;GO:1990071//TRAPPII protein complex;GO:0030008//TRAPP complex;GO:0005802//trans-Golgi networkNA GO:0065009//regulation of molecular function;GO:0006891//intra-Golgi vesicle-mediated transportNA NP_596728.1//TRAPP complex subunit Trs65 (predicted) [Schizosaccharomyces pombe 972h-]putative TRAPP complex subunit Trs65 (SPBC14F5.02), mRNA
2539195 NM_001022923.364.04 251.52 75.05 bfr1 GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005524//ATP binding;GO:0042626//ATPase activity, coupled to transmembrane movement of substances;GO:0008559//xenobiotic transmembrane transporting ATPase activityGO:0055092//sterol homeostasis;GO:0046677//response to antibiotic;GO:0055085//transmembrane transport;GO:0046618//drug exportK08712 NP_587932.3//brefeldin A efflux transporter Bfr1 [Schizosaccharomyces pombe 972h-]brefeldin A efflux transporter Bfr1 (bfr1), mRNA
2543468 NM_001018494.273.98 70.43 81.18 SPAC521.02 GO:0005634//nucleusGO:0004222//metalloendopeptidase activity;GO:0008270//zinc ion bindingGO:0019985//translesion synthesis;GO:0006974//cellular response to DNA damage stimulusK03549//KUP system potassium uptake proteinNP_593097.1//WLM domain protein [Schizosaccharomyces pombe 972h-]WLM domain protein (SPAC521.02), mRNA
2539792 NM_001021044.285.72 87.88 38.01 SPBC1271.14GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0004358//glutamate N-acetyltransferase activity;GO:0004042//acetyl-CoA:L-glutamate N-acetyltransferase activity;GO:0103045//methione N-acyltransferase activityGO:0006536//glutamate metabolic process;GO:0006592//ornithine biosynthetic process;GO:0006526//arginine biosynthetic processK00620 NP_595136.1//glutamate N-acetyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative glutamate N-acetyltransferase (SPBC1271.14), mRNA
2542115 NM_001020110.275.58 74.49 59.84 aro1 GO:0005829//cytosolGO:0003866//3-phosphoshikimate 1-carboxyvinyltransferase activity;GO:0003855//3-dehydroquinate dehydratase activity;GO:0004765//shikimate kinase activity;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0003856//3-dehydroquinate synthase activity;GO:0004764//shikimate 3-dehydrogenase (NADP+) activityGO:0009423//chorismate biosynthetic process;GO:0009073//aromatic amino acid family biosynthetic processK13830 NP_594681.1//pentafunctional aromatic polypeptide Aro1 (predicted) [Schizosaccharomyces pombe 972h-]putative multifunctional aromatic polypeptide Aro1 (aro1), mRNA
2542228 NM_001019259.2106.27 107.79 150.22 ppk15 GO:0051286//cell tip;GO:0044732//mitotic spindle pole body;GO:0005829//cytosolGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0032878//regulation of establishment or maintenance of cell polarityK18670//dual specificity protein kinase YAK1 [EC:2.7.12.1]NP_593830.1//serine/threonine protein kinase Ppk15 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk15 (ppk15), mRNA
2542242 NM_001019100.282.95 83.89 29.22 shm2 GO:0005739//mitochondrionGO:0004372//glycine hydroxymethyltransferase activity;GO:0008168//methyltransferase activity;GO:0030170//pyridoxal phosphate bindingGO:0035999//tetrahydrofolate interconversion;GO:0006545//glycine biosynthetic processK00600//glycine hydroxymethyltransferase [EC:2.1.2.1]XP_013023170.1//serine hydroxymethyltransferase Shm2 [Schizosaccharomyces cryophilus OY26]putative serine hydroxymethyltransferase Shm2 (shm2), mRNA
2543241 NM_001018614.2107.66 97.03 93.15 SPAC56F8.03GO:0010494//cytoplasmic stress granule;GO:0005829//cytosol;GO:0033290//eukaryotic 48S preinitiation complex;GO:0022627//cytosolic small ribosomal subunitGO:0043022//ribosome binding;GO:0003743//translation initiation factor activity;GO:0046872//metal ion binding;GO:0005525//GTP binding;GO:0031369//translation initiation factor binding;GO:0003924//GTPase activityGO:0006446//regulation of translational initiation;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0001732//formation of cytoplasmic translation initiation complex;GO:0002183//cytoplasmic translational initiation;GO:0042255//ribosome assemblyK03243//translation initiation factor 5BNP_593218.1//translation initiation factor IF2 (predicted) [Schizosaccharomyces pombe 972h-]putative translation initiation factor IF2 (SPAC56F8.03), mRNA
2543272 NM_001018928.277.92 83.45 55.29 ats1 GO:0005634//nucleus;GO:0005829//cytosolGO:0008080//N-acetyltransferase activity;GO:0004145//diamine N-acetyltransferase activityGO:0009447//putrescine catabolic processK18852 NP_593494.1//N-acetyltransferase Ats1 (predicted) [Schizosaccharomyces pombe 972h-]putative N-acetyltransferase Ats1 (ats1), mRNA
2539534 NM_001023264.291.93 78.75 26.43 naa50 GO:0031415//NatA complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0034212//peptide N-acetyltransferase activity;GO:0008080//N-acetyltransferase activityGO:0006474//N-terminal protein amino acid acetylation;GO:0017196//N-terminal peptidyl-methionine acetylation;GO:0016573//histone acetylation;GO:0007064//mitotic sister chromatid cohesionK20793//N-alpha-acetyltransferase 50 [EC:2.3.1.258]NP_588274.1//NatA N-acetyltransferase subunit Naa50 (predicted) [Schizosaccharomyces pombe 972h-]putative NatA N-acetyltransferase subunit Naa50 (naa50), mRNA
2539133 NM_001022919.282.28 77.37 35.4 taf6 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0046695//SLIK (SAGA-like) complex;GO:0005669//transcription factor TFIID complex;GO:0000790//nuclear chromatinGO:0032947//protein complex scaffold activity;GO:0042802//identical protein binding;GO:0003682//chromatin binding;GO:0046982//protein heterodimerization activity;GO:0001102//RNA polymerase II activating transcription factor bindingGO:0006338//chromatin remodeling;GO:0016573//histone acetylation;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0051090//regulation of DNA binding transcription factor activity;GO:0051123//RNA polymerase II transcriptional preinitiation complex assemblyK03131//transcription initiation factor TFIID subunit 6NP_587928.1//histone H4-like TAF Taf6, SAGA complex subunit [Schizosaccharomyces pombe 972h-]histone H4-like protein Taf6 (taf6), mRNA
2542288 NM_001019672.233.96 62.64 103.5 tco1 GO:0051286//cell tip;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004012//phospholipid-translocating ATPase activityGO:0045332//phospholipid translocation;GO:0006950//response to stressK14715//solute carrier family 39 (zinc transporter), member 9NP_594249.1//RTA1-like protein [Schizosaccharomyces pombe 972h-]RTA1-like protein (tco1), mRNA
2541432 NM_001018268.293.42 94.62 90.96 SPAC1F5.05cGO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0032153//cell division siteNA GO:0006904//vesicle docking involved in exocytosisNA NP_592868.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1F5.05c), mRNA
2541475 NM_001018247.232.9 26.71 16 SPAC24B11.09GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0031305//integral component of mitochondrial inner membraneGO:0050833//pyruvate transmembrane transporter activityGO:0006850//mitochondrial pyruvate transmembrane transportK22139//mitochondrial pyruvate carrier 2NP_592846.1//hypothetical protein SPAC24B11.09 [Schizosaccharomyces pombe 972h-]putative BRP44L family protein (SPAC24B11.09), mRNA
2541138 NM_001020995.294.31 100.88 266.44 mug168 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0051321//meiotic cell cycleNA NP_595088.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug168 (mug168), partial mRNA
2541420 NM_001018633.277.27 55.84 29.84 SPAC22A12.06cGO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0032153//cell division siteGO:0050661//NADP binding;GO:0016787//hydrolase activity;GO:0017171//serine hydrolase activity;GO:0004146//dihydrofolate reductase activityGO:0009165//nucleotide biosynthetic process;GO:0006545//glycine biosynthetic processK00287//dihydrofolate reductase [EC:1.5.1.3]NP_593236.1//serine hydrolase-like protein [Schizosaccharomyces pombe 972h-]serine hydrolase-like protein (SPAC22A12.06c), mRNA
2542576 NM_001020264.263.49 78.05 47.62 krp1 GO:0016020//membrane;GO:0009986//cell surface;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0004252//serine-type endopeptidase activity;GO:0004175//endopeptidase activity;GO:0070011//peptidase activity, acting on L-amino acid peptides;GO:0004867//serine-type endopeptidase inhibitor activityGO:0016540//protein autoprocessing;GO:0006508//proteolysis;GO:0071432//peptide mating pheromone maturation involved in conjugation with cellular fusionK01341 NP_594835.1//kexin [Schizosaccharomyces pombe 972h-]kexin (krp1), mRNA
2540648 NM_001021906.289.64 87 85.93 ape2 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008237//metallopeptidase activity;GO:0004177//aminopeptidase activity;GO:0008270//zinc ion binding;GO:0042277//peptide binding;GO:0070006//metalloaminopeptidase activityGO:0006508//proteolysis;GO:0016485//protein processing;GO:0043171//peptide catabolic processK13721 NP_595998.1//aminopeptidase Ape2 (predicted) [Schizosaccharomyces pombe 972h-]putative aminopeptidase Ape2 (ape2), mRNA
2542715 NM_001019241.289.81 79.04 208.54 SPAC25H1.08cGO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0030687//preribosome, large subunit precursor;GO:0005737//cytoplasmGO:0051082//unfolded protein bindingGO:0000027//ribosomal large subunit assembly;GO:0042273//ribosomal large subunit biogenesisK14818//ribosome assembly protein SQT1NP_593812.1//ribosome biogenesis protein Sqt1 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Sqt1 (SPAC25H1.08c), mRNA
2539945 NM_001021193.279.17 91.99 296.34 SPBC119.05cGO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0030036//actin cytoskeleton organizationK20522 NP_595286.1//SH3 domain-containing protein [Schizosaccharomyces pombe 972h-]SH3 domain-containing protein (SPBC119.05c), mRNA
2541203 NM_001021545.2100.25 93.74 68.24 fic1 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0051286//cell tip;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0005543//phospholipid bindingGO:0000281//mitotic cytokinesis;GO:1902406//mitotic actomyosin contractile ring maintenance;GO:1903474//maintenance of mitotic actomyosin contractile ring localizationNA NP_595651.1//C2 domain protein Fic1 [Schizosaccharomyces pombe 972h-]C2 domain protein Fic1 (fic1), mRNA
2539581 NM_001023502.291.1 88.73 31.57 vma8 GO:0000329//fungal-type vacuole membrane;GO:0005829//cytosol;GO:0000221//vacuolar proton-transporting V-type ATPase, V1 domain;GO:0032153//cell division siteGO:0042626//ATPase activity, coupled to transmembrane movement of substancesGO:0015991//ATP hydrolysis coupled proton transport;GO:0007035//vacuolar acidificationK02149//V-type H+-transporting ATPase subunit DNP_588513.1//V-type ATPase V1 subunit D (predicted) [Schizosaccharomyces pombe 972h-]putative V-type ATPase V1 subunit D (vma8), mRNA
2541125 NM_001021373.298.43 94.46 333.95 SPBC409.13 GO:0005634//nucleus;GO:0005758//mitochondrial intermembrane space;GO:0009349//riboflavin synthase complex;GO:0005737//cytoplasmGO:0000906//6,7-dimethyl-8-ribityllumazine synthase activity;GO:1902444//riboflavin binding;GO:0016740//transferase activityGO:0009231//riboflavin biosynthetic processK00794 NP_595463.1//6,7-dimethyl-8-ribityllumazine synthase (predicted) [Schizosaccharomyces pombe 972h-]putative 6,7-dimethyl-8-ribityllumazine synthase (SPBC409.13), mRNA
2541342 NM_001355821.192.99 90.52 55.84 fta3 GO:0005634//nucleus;GO:0031511//Mis6-Sim4 complex;GO:0005874//microtubule;GO:0005829//cytosol;GO:0000778//condensed nuclear chromosome kinetochore;GO:0000776//kinetochoreNA GO:0000070//mitotic sister chromatid segregation;GO:0051301//cell division;GO:0051382//kinetochore assemblyNA NP_596519.1//kinetochore protein fta3 [Schizosaccharomyces pombe 972h-]CENP-H-like protein Fta3 (fta3), mRNA
2541625 NM_001018526.287.03 90.48 31.17 coq4 GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionNA GO:0006744//ubiquinone biosynthetic processK18586//ubiquinone biosynthesis protein COQ4NP_593130.1//ubiquinone biosynthesis protein Coq4 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquinone biosynthesis protein Coq4 (coq4), mRNA
2542272 NM_001356104.172.83 69.34 28.34 SPAC1486.06GO:0000781//chromosome, telomeric region;GO:0005634//nucleus;GO:0005739//mitochondrionGO:0004516//nicotinate phosphoribosyltransferase activity;GO:0004514//nicotinate-nucleotide diphosphorylase (carboxylating) activity;GO:0016874//ligase activityGO:0019358//nicotinate nucleotide salvage;GO:0001302//replicative cell aging;GO:0000183//chromatin silencing at rDNA;GO:0006348//chromatin silencing at telomere;GO:0009435//NAD biosynthetic processK00763//nicotinate phosphoribosyltransferase [EC:6.3.4.21]NP_594094.1//nicotinate phosphoribosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative nicotinate phosphoribosyltransferase (SPAC1486.06), mRNA
2541978 NM_001019545.279.26 81.09 134.62 cfr1 GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0005802//trans-Golgi network;GO:0034044//exomer complex;GO:0005769//early endosomeGO:0046983//protein dimerization activityGO:0006896//Golgi to vacuole transport;GO:0000747//conjugation with cellular fusion;GO:0006895//Golgi to endosome transport;GO:0006270//DNA replication initiation;GO:0006893//Golgi to plasma membrane transportK19877 NP_594121.1//Chs five related protein Cfr1 [Schizosaccharomyces pombe 972h-]CHS5-like protein Cfr1 (cfr1), mRNA
2543469 NM_001019321.289.36 88.38 40.81 vma5 GO:0005829//cytosol;GO:0033180//proton-transporting V-type ATPase, V1 domain;GO:0000221//vacuolar proton-transporting V-type ATPase, V1 domainGO:0015078//hydrogen ion transmembrane transporter activity;GO:0008553//hydrogen-exporting ATPase activity, phosphorylative mechanism;GO:0046961//proton-transporting ATPase activity, rotational mechanismGO:0015991//ATP hydrolysis coupled proton transport;GO:0007035//vacuolar acidificationK02148//V-type H+-transporting ATPase subunit CNP_593891.1//V-type ATPase V1 subunit C (predicted) [Schizosaccharomyces pombe 972h-]putative V-type ATPase V1 subunit C (vma5), mRNA
2540669 NM_001022613.295.95 86.87 29.81 SPBC215.13 GO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membraneNA NA K19849;K01183//chitinase [EC:3.2.1.14]NP_596690.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC215.13), mRNA
2538804 NM_001023450.278.98 89.77 74.63 lsm2 GO:0005634//nucleus;GO:1990726//Lsm1-7-Pat1 complex;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0000932//P-body;GO:0046540//U4/U6 x U5 tri-snRNP complex;GO:0071013//catalytic step 2 spliceosome;GO:0005681//spliceosomal complex;GO:0005730//nucleolus;GO:0005688//U6 snRNP;GO:0005829//cytosol;GO:0071011//precatalytic spliceosomeGO:0003723//RNA binding;GO:0008266//poly(U) RNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosome;GO:0006364//rRNA processingK12621//U6 snRNA-associated Sm-like protein LSm2NP_588459.1//U6 snRNP-associated protein core protein (predicted) [Schizosaccharomyces pombe 972h-]putative U6 snRNP-associated core protein (lsm2), mRNA
2542653 NM_001020008.287.35 83.57 49.51 SPAC9E9.06cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004795//threonine synthase activity;GO:0030170//pyridoxal phosphate bindingGO:0009088//threonine biosynthetic process;GO:0016311//dephosphorylationK01733//threonine synthase [EC:4.2.3.1]NP_594579.1//threonine synthase (predicted) [Schizosaccharomyces pombe 972h-]putative threonine synthase (SPAC9E9.06c), mRNA
2539427 NM_001023266.293.19 100.35 114.26 SPCC663.15cGO:0005829//cytosol;GO:0005737//cytoplasmGO:0009055//electron transfer activity;GO:0035091//phosphatidylinositol binding;GO:0016491//oxidoreductase activityGO:0009061//anaerobic respirationNA NP_588276.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC663.15c), partial mRNA
2539088 NM_001023241.287.37 86.46 59.28 gtr2 GO:0005634//nucleus;GO:1990131//Gtr1-Gtr2 GTPase complex;GO:0034448//EGO complex;GO:0005829//cytosol;GO:0005764//lysosome;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0009267//cellular response to starvation;GO:0007264//small GTPase mediated signal transduction;GO:0010506//regulation of autophagy;GO:0015031//protein transport;GO:0032008//positive regulation of TOR signaling;GO:0071230//cellular response to amino acid stimulusK16186//Ras-related GTP-binding protein C/DNP_588251.1//Gtr1/RagA G protein Gtr2 (predicted) [Schizosaccharomyces pombe 972h-]putative Gtr1/RagA G protein Gtr2 (gtr2), mRNA
2541212 NM_001022399.277.67 72.94 44.09 cwf29 GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0071011//precatalytic spliceosome;GO:0070274//RES complex;GO:0071013//catalytic step 2 spliceosomeGO:0003723//RNA bindingGO:0006406//mRNA export from nucleus;GO:0000398//mRNA splicing, via spliceosome;GO:0000245//spliceosomal complex assemblyK13107//RNA-binding motif protein, X-linked 2NP_596479.1//RNA-binding protein Cwf29 [Schizosaccharomyces pombe 972h-]RNA-binding protein Cwf29 (cwf29), mRNA
2541046 NM_001021940.286.17 76.67 27.06 SPBC365.01 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0008526//phosphatidylinositol transporter activity;GO:0008525//phosphatidylcholine transporter activityGO:0015914//phospholipid transport;GO:0071852//fungal-type cell wall organization or biogenesisNA BAA13794.1//unnamed protein product, partial [Schizosaccharomyces pombe]putative sec14 family protein (SPBC365.01), mRNA
2542384 NM_001019660.286.36 86.28 40.37 vma6 GO:0033179//proton-transporting V-type ATPase, V0 domain;GO:0005765//lysosomal membrane;GO:0000220//vacuolar proton-transporting V-type ATPase, V0 domain;GO:0005634//nucleus;GO:0000329//fungal-type vacuole membraneGO:0008553//hydrogen-exporting ATPase activity, phosphorylative mechanism;GO:0046961//proton-transporting ATPase activity, rotational mechanismGO:0015991//ATP hydrolysis coupled proton transport;GO:0007034//vacuolar transport;GO:0007035//vacuolar acidificationK02146//V-type H+-transporting ATPase subunit dNP_594237.1//V-type ATPase V0 subunit d (predicted) [Schizosaccharomyces pombe 972h-]putative V-type ATPase V0 subunit d (vma6), mRNA
2538827 NM_001022978.2134.16 130.24 111.09 SPCC63.14 GO:0045121//membrane raft;GO:0005829//cytosol;GO:0032126//eisosomeNA GO:0007009//plasma membrane organization;GO:0070941//eisosome assemblyK11682;K03260//translation initiation factor 4GNP_587987.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC63.14), mRNA
2539488 NM_001023107.2115.69 101.41 31.58 snd1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016442//RISC complex;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004518//nuclease activityGO:0006401//RNA catabolic process;GO:0031048//chromatin silencing by small RNA;GO:0031047//gene silencing by RNAK15979//staphylococcal nuclease domain-containing protein 1NP_588117.1//RNA-binding protein Snd1 [Schizosaccharomyces pombe 972h-]RNA-binding protein Snd1 (snd1), mRNA
2539351 NM_001023500.285.66 74.99 41.36 csl4 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0000176//nuclear exosome (RNase complex);GO:0005829//cytosol;GO:0000177//cytoplasmic exosome (RNase complex);GO:0005737//cytoplasm;GO:0000178//exosome (RNase complex)GO:0003723//RNA binding;GO:0000175//3'-5'-exoribonuclease activityGO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:0034661//ncRNA catabolic process;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0070651//nonfunctional rRNA decay;GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic process;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic processK07573//exosome complex component CSL4NP_588510.1//exosome subunit Csl4 (predicted) [Schizosaccharomyces pombe 972h-]putative exosome subunit Csl4 (csl4), partial mRNA
2540471 NM_001022269.293.08 98.43 67.97 mcs6 GO:0005675//holo TFIIH complex;GO:0005634//nucleus;GO:0070985//TFIIK complex;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0019907//cyclin-dependent protein kinase activating kinase holoenzyme complexGO:0008353//RNA polymerase II carboxy-terminal domain kinase activity;GO:0004693//cyclin-dependent protein serine/threonine kinase activity;GO:0019912//cyclin-dependent protein kinase activating kinase activity;GO:0005524//ATP binding;GO:0097472//cyclin-dependent protein kinase activityGO:0006360//transcription from RNA polymerase I promoter;GO:0070816//phosphorylation of RNA polymerase II C-terminal domain;GO:0006351//transcription, DNA-templated;GO:1901921//phosphorylation of RNA polymerase II C-terminal domain involved in recruitment of 3'-end processing factors to RNA polymerase II holoenzyme complex;GO:0006366//transcription from RNA polymerase II promoter;GO:0071620//phosphorylation of RNA polymerase II C-terminal domain serine 5 residues;GO:0070817//P-TEFb-cap methyltransferase complex localization;GO:1903654//phosphorylation of RNA polymerase II C-terminal domain serine 5 residues involved in positive regulation of transcription elongation from RNA polymerase II promoter;GO:0051301//cell division;GO:1903655//phosphorylation of RNA polymerase II C-terminal domain serine 2 residues involved in positive regulation of transcription elongation from RNA polymerase II promoter;GO:1900018//phosphorylation of RNA polymerase II C-terminal domain serine 5 residues involved in recruitment of mRNA capping enzyme to RNA polymerase II holoenzyme complex;GO:1905866//positive regulation of Atg1/ULK1 kinase complex assembly;GO:0007049//cell cycleK02202//cyclin-dependent kinase 7 [EC:2.7.11.22 2.7.11.23]NP_596349.1//cyclin-dependent protein kinase/CDK-activating kinase Mcs6 [Schizosaccharomyces pombe 972h-]cyclin-dependent protein kinase/CDK-activating kinase Mcs6 (mcs6), mRNA
2541890 NM_001018456.288.42 84.32 32.82 nup45 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0005737//cytoplasmGO:0005487//nucleocytoplasmic transporter activity;GO:0008139//nuclear localization sequence bindingGO:0006913//nucleocytoplasmic transport;GO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0006606//protein import into nucleus;GO:0051028//mRNA transportK14307//nucleoporin p58/p45NP_593058.1//nucleoporin Nup45 [Schizosaccharomyces pombe 972h-]nucleoporin Nup45 (nup45), mRNA
2538808 NM_001023020.272.82 75.74 34.08 SPCPB16A4.05cGO:0005634//nucleus;GO:0005829//cytosolGO:0005525//GTP binding;GO:0016151//nickel cation binding;GO:0003924//GTPase activityGO:0006807//nitrogen compound metabolic process;GO:0019627//urea metabolic processK03189//urease accessory proteinNP_588029.1//urease accessory protein UREG (predicted) [Schizosaccharomyces pombe 972h-]putative urease accessory protein UREG (SPCPB16A4.05c), mRNA
2543381 NM_001018305.288.44 99.69 41.48 mug58 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004849//uridine kinase activity;GO:0005524//ATP binding;GO:0016301//kinase activityGO:0051321//meiotic cell cycle;GO:0043097//pyrimidine nucleoside salvage;GO:0006206//pyrimidine nucleobase metabolic processK15918 NP_592905.1//glycerate kinase (predicted) [Schizosaccharomyces pombe 972h-]putative glycerate kinase (mug58), mRNA
2541290 NM_001021648.272.81 73.92 45.83 mrpl10 GO:0015934//large ribosomal subunit;GO:0005730//nucleolus;GO:0005762//mitochondrial large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02876//large subunit ribosomal protein L15NP_595748.2//mitochondrial ribosomal protein subunit L15 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L15 (mrpl10), partial mRNA
2541988 NM_001019864.292.9 96.79 56.53 SPAC23A1.05GO:0005783//endoplasmic reticulum;GO:0017059//serine C-palmitoyltransferase complex;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0016740//transferase activityGO:0030148//sphingolipid biosynthetic processNA NP_594435.1//serine palmitoyl transferase A subunit (predicted) [Schizosaccharomyces pombe 972h-]putative serine palmitoyl transferase A subunit (SPAC23A1.05), mRNA
2541772 NM_001020258.289.92 99.37 173.21 SPAC22E12.03cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0019172//glyoxalase III activityGO:0036525//protein deglycation;GO:1990748//cellular detoxificationK05687//protein DJ-1 [EC:3.5.1.124]NP_594829.1//ThiJ domain protein [Schizosaccharomyces pombe 972h-]ThiJ domain protein (SPAC22E12.03c), mRNA
2543194 NM_001020402.245.57 31.16 20.65 SPAC3G6.05GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmNA NA K13348//protein Mpv17NP_594971.1//Mpv17/PMP22 family protein 1 (predicted) [Schizosaccharomyces pombe 972h-]putative Mpv17/PMP22 family protein 1 (SPAC3G6.05), mRNA
2539302 NM_001023443.262.33 65.62 46.18 SPCC126.09 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0046873//metal ion transmembrane transporter activity;GO:0005385//zinc ion transmembrane transporter activityGO:0006882//cellular zinc ion homeostasis;GO:0071577//zinc II ion transmembrane transportK07238//zinc transporter, ZIP familyNP_588452.2//vacuolar membrane zinc transporter (predicted) [Schizosaccharomyces pombe 972h-]putative zinc transporter (SPCC126.09), mRNA
2539730 NM_001022650.2103.82 93.87 57.9 lea1 GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasmGO:0030620//U2 snRNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosomeK11092//U2 small nuclear ribonucleoprotein A'NP_596725.1//U2 snRNP-associated protein Lea1 (predicted) [Schizosaccharomyces pombe 972h-]putative U2 snRNP-associated protein Lea1 (lea1), mRNA
2540168 NM_001020968.231.45 0.42 0 SPBC1683.06cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0050263//ribosylpyrimidine nucleosidase activity;GO:0008477//purine nucleosidase activity;GO:0016787//hydrolase activity;GO:0016799//hydrolase activity, hydrolyzing N-glycosyl compounds;GO:0070636//nicotinic acid riboside hydrolase activity;GO:0045437//uridine nucleosidase activity;GO:0070635//nicotinamide riboside hydrolase activityGO:0019358//nicotinate nucleotide salvage;GO:0034356//NAD biosynthesis via nicotinamide riboside salvage pathway;GO:0046135//pyrimidine nucleoside catabolic process;GO:0006152//purine nucleoside catabolic process;GO:0008655//pyrimidine-containing compound salvageK01240 NP_595062.1//uridine ribohydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative uridine ribohydrolase (SPBC1683.06c), mRNA
2541059 NM_001355773.188.75 90.5 42.59 pim1 GO:0005634//nucleus;GO:1990023//mitotic spindle midzone;GO:0000790//nuclear chromatinGO:0005087//Ran guanyl-nucleotide exchange factor activity;GO:0004871//signal transducer activityGO:0046827//positive regulation of protein export from nucleus;GO:0006407//rRNA export from nucleus;GO:0000054//ribosomal subunit export from nucleus;GO:1901673//regulation of mitotic spindle assembly;GO:0031291//Ran protein signal transduction;GO:0010972//negative regulation of G2/M transition of mitotic cell cycle;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0051301//cell division;GO:0007096//regulation of exit from mitosis;GO:0007049//cell cycle;GO:0032888//regulation of mitotic spindle elongationK11493//regulator of chromosome condensationNP_596026.1//Ran GDP/GTP exchange factor [Schizosaccharomyces pombe 972h-]Ran GDP/GTP exchange factor (pim1), mRNA
2542454 NM_001018947.220.09 29.17 31.83 SPAC1399.01cGO:0005774//vacuolar membrane;GO:0005887//integral component of plasma membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneGO:0042907//xanthine transmembrane transporter activity;GO:0005215//transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transport;GO:0042906//xanthine transportK03458 NP_593513.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPAC1399.01c), mRNA
2543270 NM_001018923.2105.39 95.97 50.35 pom34 GO:0005643//nuclear pore;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0031309//integral component of nuclear outer membrane;GO:0070762//nuclear pore transmembrane ringNA GO:0006913//nucleocytoplasmic transport;GO:0030474//spindle pole body duplication;GO:0051321//meiotic cell cycle;GO:0006606//protein import into nucleusK18724 NP_593489.1//nucleoporin Pom34 [Schizosaccharomyces pombe 972h-]nucleoporin Pom34 (pom34), mRNA
2539645 NM_001021303.290.59 80.32 273.33 prp2 GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0089701//U2AF;GO:0016607//nuclear speck;GO:0000243//commitment complexGO:0003723//RNA binding;GO:0003729//mRNA binding;GO:0008187//poly-pyrimidine tract binding;GO:0030628//pre-mRNA 3'-splice site bindingGO:0000348//mRNA branch site recognition;GO:0000245//spliceosomal complex assembly;GO:0045292//mRNA cis splicing, via spliceosomeK12837//splicing factor U2AF 65 kDa subunitNP_595396.1//U2AF large subunit (U2AF-59) [Schizosaccharomyces pombe 972h-]U2AF large subunit (U2AF-59) (prp2), mRNA
2543226 NM_001019190.274.85 84.75 70.8 ies2 NA NA GO:0007155//cell adhesionK11676;K11244;K19898XP_446542.1//hypothetical protein [Candida glabrata CBS 138]Ino80 complex subunit Ies2 (ies2), mRNA
2542139 NM_001019103.290.36 85.07 32.09 mra1 GO:0030686//90S preribosome;GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0005880//nuclear microtubule;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0005829//cytosolGO:0042802//identical protein binding;GO:0008168//methyltransferase activity;GO:0070037//rRNA (pseudouridine) methyltransferase activity;GO:0019843//rRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0070475//rRNA base methylation;GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0019236//response to pheromoneK14568//rRNA small subunit pseudouridine methyltransferase Nep1 [EC:2.1.1.260]NP_593671.1//ribosome biogenesis protein Mra1 [Schizosaccharomyces pombe 972h-]ribosome biogenesis protein Mra1 (mra1), mRNA
2542406 NM_001018914.173.8 61.84 34.01 SPAC17A5.13GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008270//zinc ion binding;GO:0005525//GTP binding;GO:0003934//GTP cyclohydrolase I activityGO:0046654//tetrahydrofolate biosynthetic process;GO:0046656//folic acid biosynthetic process;GO:0006729//tetrahydrobiopterin biosynthetic process;GO:0035998//7,8-dihydroneopterin 3'-triphosphate biosynthetic processK01495//GTP cyclohydrolase IA [EC:3.5.4.16]NP_593481.1//GTP cyclohydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative GTP cyclohydrolase (SPAC17A5.13), partial mRNA
2542581 NM_001018275.287.95 94.77 71.55 SPAC18B11.08cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA NA NA NP_592875.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC18B11.08c), mRNA
2541875 NM_001018434.275.72 72.07 48.54 lon1 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0004252//serine-type endopeptidase activity;GO:0005524//ATP binding;GO:0043565//sequence-specific DNA binding;GO:0004176//ATP-dependent peptidase activityGO:0051131//chaperone-mediated protein complex assembly;GO:0034599//cellular response to oxidative stress;GO:0070407//oxidation-dependent protein catabolic process;GO:0035694//mitochondrial protein catabolic process;GO:0006515//protein quality control for misfolded or incompletely synthesized proteins;GO:0090296//regulation of mitochondrial DNA replication;GO:0007005//mitochondrion organizationK08675//ATP-dependent Lon protease [EC:3.4.21.53]NP_593035.1//Lon protease [Schizosaccharomyces pombe 972h-]Lon protease (lon1), mRNA
2541250 NM_001021474.374.75 74.1 78.42 SPBC8D2.17 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0000136//alpha-1,6-mannosyltransferase complex;GO:0000139//Golgi membraneGO:0000009//alpha-1,6-mannosyltransferase activity;GO:0031278//alpha-1,2-galactosyltransferase activity;GO:0016757//transferase activity, transferring glycosyl groupsGO:0042125//protein galactosylation;GO:0006487//protein N-linked glycosylation;GO:0009272//fungal-type cell wall biogenesisK05532 NP_595579.2//alpha-1,2-galactosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative alpha-1,2-galactosyltransferase (SPBC8D2.17), mRNA
2540785 NM_001021594.274.79 80.62 19.91 mrpl51 GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK17424//large subunit ribosomal protein L43NP_595697.1//mitochondrial ribosomal protein subunit L51 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L51 (mrpl51), mRNA
2541618 NM_001018221.264.92 77.58 32.88 pan6 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004592//pantoate-beta-alanine ligase activityGO:0015940//pantothenate biosynthetic process;GO:0033317//pantothenate biosynthetic process from valineK01918 NP_592821.1//pantoate-beta-alanine ligase [Schizosaccharomyces pombe 972h-]pantoate-beta-alanine ligase (pan6), partial mRNA
2539807 NM_001355802.191.55 83.08 48.55 ppk21 GO:0005634//nucleus;GO:0051286//cell tip;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0005622//intracellular;GO:0032153//cell division siteGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0090520//sphingolipid mediated signaling pathway;GO:0018105//peptidyl-serine phosphorylation;GO:0035556//intracellular signal transductionK06276//3-phosphoinositide dependent protein kinase-1 [EC:2.7.11.1]XP_001713142.2//serine/threonine protein kinase Ppk21 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Ppk21 (ppk21), mRNA
2543225 NM_001018618.174.13 68.47 26.53 SPAC56F8.07GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0043130//ubiquitin binding;GO:0031593//polyubiquitin modification-dependent protein binding;GO:0004190//aspartic-type endopeptidase activityNA NA NP_593222.2//conserved eukaryotic ER membrane protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC56F8.07), partial mRNA
2543625 NM_001020173.269.31 69.12 24.35 SPAC4F10.03cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008175//tRNA methyltransferase activityGO:0002128//tRNA nucleoside ribose methylation;GO:0030488//tRNA methylation;GO:0002181//cytoplasmic translationK14864//tRNA (cytidine32/guanosine34-2'-O)-methyltransferase [EC:2.1.1.205]NP_594746.1//tRNA 2'-O-ribose methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA 2'-O-ribose methyltransferase (SPAC4F10.03c), partial mRNA
2540436 NM_001021566.286.43 89.55 72.03 ngg1 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0005671//Ada2/Gcn5/Ada3 transcription activator complex;GO:0000790//nuclear chromatinGO:0003713//transcription coactivator activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0043967//histone H4 acetylation;GO:0043966//histone H3 acetylation;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylation;GO:0042981//regulation of apoptotic processK11315//transcriptional adapter 3NP_595671.1//SAGA complex subunit Ngg1 [Schizosaccharomyces pombe 972h-]SAGA complex subunit Ngg1 (ngg1), mRNA
2542758 NM_001019726.261.6 116.9 411.38 SPAC15E1.02cGO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_594303.1//DUF1761 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC15E1.02c), mRNA
2541353 NM_001356054.165.63 63.22 31.94 SPBP35G2.11cGO:0005794//Golgi apparatusGO:0008270//zinc ion bindingGO:0016236//macroautophagyK17987//next to BRCA1 gene 1 proteinNP_595386.1//transcription related zf-ZZ type zinc finger protein [Schizosaccharomyces pombe 972h-]zf-ZZ type transcription factor-like protein (SPBP35G2.11c), mRNA
2538735 NM_001023532.2 76 75.82 122.33 SPCC70.10 GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneNA NA NA NP_588545.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC70.10), mRNA
2538791 NM_001022714.2101.23 95.03 54.7 srp72 GO:0005634//nucleus;GO:0005786//signal recognition particle, endoplasmic reticulum targeting;GO:0005829//cytosol;GO:0048500//signal recognition particleGO:0003700//DNA binding transcription factor activity;GO:0008312//7S RNA bindingGO:0006614//SRP-dependent cotranslational protein targeting to membrane;GO:0006616//SRP-dependent cotranslational protein targeting to membrane, translocationK03108//signal recognition particle subunit SRP72NP_587719.1//signal recognition particle subunit Srp72 (predicted) [Schizosaccharomyces pombe 972h-]putative signal recognition particle subunit Srp72 (srp72), partial mRNA
2540209 NM_001022551.276.21 65.18 27.63 srb7 GO:0070847//core mediator complex;GO:0005634//nucleus;GO:0016592//mediator complex;GO:0005829//cytosolGO:0001106//RNA polymerase II transcription corepressor activity;GO:0001105//RNA polymerase II transcription coactivator activity;GO:0001104//RNA polymerase II transcription cofactor activity;GO:0001103//RNA polymerase II repressing transcription factor binding;GO:0030295//protein kinase activator activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006355//regulation of transcription, DNA-templated;GO:0032147//activation of protein kinase activity;GO:0006351//transcription, DNA-templated;GO:0006366//transcription from RNA polymerase II promoterK15152//mediator of RNA polymerase II transcription subunit 21NP_596630.1//mediator complex subunit Srb7 [Schizosaccharomyces pombe 972h-]mediator complex subunit Srb7 (srb7), mRNA
2542721 NM_001019993.293.55 92.66 25.89 SPAC29E6.06cGO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004817//cysteine-tRNA ligase activity;GO:0005524//ATP bindingGO:0006423//cysteinyl-tRNA aminoacylation;GO:0002181//cytoplasmic translationK01883//cysteinyl-tRNA synthetase [EC:6.1.1.16]NP_594564.1//cytoplasmic cysteine-tRNA ligase Crs1 (predicted) [Schizosaccharomyces pombe 972h-]putative cysteine--tRNA(Cys) ligase Crs1 (SPAC29E6.06c), mRNA

NR_151097.1 NR_151097.1 22.29 27.42 18.82 NA GO:0005739//mitochondrionGO:0016301//kinase activityNA K08869//aarF domain-containing kinaseNP_593265.1//ABC1 kinase family protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.726), miscRNA
2540901 NM_001355784.197.88 95.67 214.27 ero11 GO:0005783//endoplasmic reticulum;GO:0005789//endoplasmic reticulum membraneGO:0015035//protein disulfide oxidoreductase activity;GO:0016671//oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0003756//protein disulfide isomerase activityGO:0006464//cellular protein modification process;GO:0034975//protein folding in endoplasmic reticulumNA NP_596116.1//ER oxidoreductin Ero1a [Schizosaccharomyces pombe 972h-]ER oxidoreductin Ero1a (ero11), mRNA
2540205 NM_001021045.277.03 87.82 31.16 mrpl8 GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translation;GO:0000002//mitochondrial genome maintenanceK02879//large subunit ribosomal protein L17NP_595137.1//mitochondrial ribosomal protein subunit L8 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L8 (mrpl8), mRNA
2540586 NM_001021550.291.54 88.12 56.47 SPBC27.01c GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0006886//intracellular protein transport;GO:0015031//protein transport;GO:0016192//vesicle-mediated transportNA NP_595656.1//protein trafficking protein Pga2 (predicted) [Schizosaccharomyces pombe 972h-]putative protein trafficking protein Pga2 (SPBC27.01c), mRNA
2542256 NM_001020303.292.6 93.04 63.77 prp19 GO:0005634//nucleus;GO:0071006//U2-type catalytic step 1 spliceosome;GO:0005635//nuclear envelope;GO:0000974//Prp19 complex;GO:0005737//cytoplasm;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complexGO:0061630//ubiquitin protein ligase activity;GO:0016874//ligase activity;GO:0004842//ubiquitin-protein transferase activityGO:0070534//protein K63-linked ubiquitination;GO:0000349//generation of catalytic spliceosome for first transesterification step;GO:0006281//DNA repair;GO:0045292//mRNA cis splicing, via spliceosomeK10599//pre-mRNA-processing factor 19 [EC:2.3.2.27]NP_594874.1//ubiquitin-protein ligase E4 [Schizosaccharomyces pombe 972h-]ubiquitin-protein ligase E4 (prp19), mRNA
2540721 NM_001021889.229.27 56.9 56.33 iws1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0008023//transcription elongation factor complex;GO:0005730//nucleolus;GO:0000775//chromosome, centromeric regionGO:0003746//translation elongation factor activityGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006348//chromatin silencing at telomere;GO:0030702//chromatin silencing at centromereK17498//transcription factor SPN1NP_595982.1//transcription elongation factor complex subunit Iws1 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription elongation factor complex subunit Iws1 (iws1), mRNA
2543437 NM_001018962.237.12 39.01 3.27 SPAPB1A10.14GO:0000151//ubiquitin ligase complexGO:0030674//protein binding, bridgingGO:0016567//protein ubiquitination;GO:0032446//protein modification by small protein conjugationNA NP_593528.1//F-box protein (predicted) [Schizosaccharomyces pombe 972h-]putative F-box protein (SPAPB1A10.14), mRNA
2539181 NM_001023176.374.37 72.08 26.06 SPCC622.14 GO:0005768//endosome;GO:0005856//cytoskeleton;GO:0005634//nucleus;GO:0005793//endoplasmic reticulum-Golgi intermediate compartment;GO:0005802//trans-Golgi network;GO:0005737//cytoplasmGO:0003779//actin binding;GO:0046872//metal ion binding;GO:0005096//GTPase activator activityGO:0043001//Golgi to plasma membrane protein transport;GO:0030037//actin filament reorganization involved in cell cycle;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0016192//vesicle-mediated transportK12492//ADP-ribosylation factor GTPase-activating protein 1NP_588186.2//GTPase activating protein (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein (SPCC622.14), mRNA
2539387 NM_001023492.278.59 71.11 123.61 sal3 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008536//Ran GTPase binding;GO:0061608//nuclear import signal receptor activity;GO:0005525//GTP binding;GO:0008139//nuclear localization sequence bindingGO:0006406//mRNA export from nucleus;GO:0006607//NLS-bearing protein import into nucleus;GO:0000060//protein import into nucleus, translocation;GO:0007088//regulation of mitotic nuclear division;GO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0006610//ribosomal protein import into nucleus;GO:0060188//regulation of protein desumoylation;GO:0006606//protein import into nucleusK20222//importin-5NP_588502.1//karyopherin Sal3 [Schizosaccharomyces pombe 972h-]karyopherin Sal3 (sal3), mRNA
2542350 NM_001020138.288.37 83.62 46.96 cox24 GO:0005840//ribosome;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionNA GO:0090615//mitochondrial mRNA processingNA NP_594711.1//mitochondrial mRNA processing protein Cox24 (predicted) [Schizosaccharomyces pombe 972h-]putative mRNA-processing protein Cox24 (cox24), mRNA
2541853 NM_001019812.267.17 64.12 33.93 SPAC2F3.11 GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004309//exopolyphosphatase activity;GO:0016462//pyrophosphatase activityGO:0006798//polyphosphate catabolic processK01514//exopolyphosphatase [EC:3.6.1.11]NP_594390.1//exopolyphosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative exopolyphosphatase (SPAC2F3.11), mRNA
2539911 NM_001022169.278.59 82.47 40.64 amo1 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0034399//nuclear peripheryGO:0046872//metal ion bindingGO:0000226//microtubule cytoskeleton organization;GO:0051301//cell division;GO:0007049//cell cycle;GO:0061246//establishment or maintenance of bipolar cell polarity regulating cell shapeK14321//nucleoporin-like protein 2;K18716//nucleoporin NUP42NP_596250.1//nuclear rim protein Amo1 [Schizosaccharomyces pombe 972h-]nuclear rim protein Amo1 (amo1), mRNA
2539687 NM_001021784.283.38 73.3 32.36 SPBC1711.05GO:0005730//nucleolusNA GO:0006913//nucleocytoplasmic transportK11294//nucleolinNP_595878.1//nucleocytoplasmic transport chaperone Srp40 (predicted) [Schizosaccharomyces pombe 972h-]putative nucleocytoplasmic transport chaperone Srp40 (SPBC1711.05), mRNA
2538712 NM_001355955.173.83 75.26 33.85 ade5 GO:0005634//nucleusGO:0004644//phosphoribosylglycinamide formyltransferase activityGO:0046084//adenine biosynthetic process;GO:0006189//'de novo' IMP biosynthetic processK00601 XP_001713172.1//phosphoribosylglycinamide formyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoribosylglycinamide formyltransferase (ade5), mRNA
2539915 NM_001023796.373.61 76.9 41.58 SPBC16A3.14GO:0005840//ribosome;GO:0005763//mitochondrial small ribosomal subunitGO:0004784//superoxide dismutase activity;GO:0046872//metal ion binding;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK04564//superoxide dismutase, Fe-Mn family [EC:1.15.1.1]NP_596775.2//mitochondrial ribosomal protein subunit S26 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S26 (SPBC16A3.14), mRNA
2541959 NM_001018572.290.04 89.68 39.96 hrk1 GO:1990707//nuclear subtelomeric heterochromatin;GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0005829//cytosol;GO:0031618//nuclear pericentric heterochromatin;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0072354//histone kinase activity (H3-T3 specific)GO:0072356//chromosome passenger complex localization to kinetochore;GO:0035556//intracellular signal transduction;GO:0007049//cell cycle;GO:0033047//regulation of mitotic sister chromatid segregationK16315//serine/threonine-protein kinase haspin [EC:2.7.11.1]NP_593176.1//haspin related kinase Hrk1 [Schizosaccharomyces pombe 972h-]haspin-like kinase Hrk1 (hrk1), partial mRNA
2540053 NM_001021064.2104.39 98.36 124.52 cct4 GO:0005634//nucleus;GO:0005832//chaperonin-containing T-complexGO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0006457//protein foldingK09496//T-complex protein 1 subunit deltaXP_013023645.1//chaperonin-containing T-complex delta subunit Cct4 [Schizosaccharomyces cryophilus OY26]chaperonin-containing T-complex delta subunit Cct4 (cct4), mRNA
2539230 NM_001023000.282.72 81.8 54.22 SPCC24B10.06GO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0016021//integral component of membraneNA NA NA NP_588009.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC24B10.06), mRNA
2540869 NM_001022345.299.36 94.25 53.67 usp105 GO:0005685//U1 snRNP;GO:0071004//U2-type prespliceosome;GO:0000243//commitment complexNA GO:0006396//RNA processing;GO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosomeK13217//pre-mRNA-processing factor 39NP_596426.1//U1 snRNP-associated protein Usp105 [Schizosaccharomyces pombe 972h-]U1 snRNP-associated protein Usp105 (usp105), mRNA
2541803 NM_001356194.1100.7 101.59 85.07 ccs1 GO:0005634//nucleus;GO:0005615//extracellular space;GO:0005829//cytosol;GO:0005743//mitochondrial inner membrane;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0016532//superoxide dismutase copper chaperone activity;GO:0008270//zinc ion binding;GO:0016531//copper chaperone activityGO:0006801//superoxide metabolic process;GO:0006878//cellular copper ion homeostasis;GO:0015680//intracellular copper ion transport;GO:1990748//cellular detoxification;GO:0071248//cellular response to metal ionK04569//copper chaperone for superoxide dismutaseNP_594830.1//superoxide dismutase copper chaperone Ccs1 [Schizosaccharomyces pombe 972h-]superoxide dismutase Cu chaperone Ccs1 (ccs1), mRNA

14218174 NM_001356151.173.25 87.15 24.55 new10 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:1905754//ascospore-type prospore nucleus;GO:1990251//Mmi1 nuclear focus;GO:1990342//heterochromatin island;GO:0005737//cytoplasm;GO:1902377//nuclear rDNA heterochromatinNA GO:0006221//pyrimidine nucleotide biosynthetic process;GO:0045747//positive regulation of Notch signaling pathway;GO:0033621//nuclear-transcribed mRNA catabolic process, meiosis-specific transcripts;GO:1902801//regulation of heterochromatin island assembly;GO:0007049//cell cycleNA XP_004001791.1//protein erh1 [Schizosaccharomyces pombe 972h-]protein erh1 (new10), partial mRNA
2538820 NM_001023527.252.21 47.2 14.05 SPCC70.05c GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0004683//calmodulin-dependent protein kinase activity;GO:0009931//calcium-dependent protein serine/threonine kinase activity;GO:0005516//calmodulin bindingGO:0007165//signal transduction;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0018105//peptidyl-serine phosphorylation;GO:0035556//intracellular signal transduction;GO:0046777//protein autophosphorylationK08286 NP_588539.1//serine/threonine protein kinase (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase (SPCC70.05c), mRNA
2540050 NM_001355845.189.9 92.22 77.3 sec27 GO:0005634//nucleus;GO:0030126//COPI vesicle coat;GO:0005829//cytosol;GO:0000139//Golgi membraneGO:0043130//ubiquitin binding;GO:0005198//structural molecule activityGO:0032511//late endosome to vacuole transport via multivesicular body sorting pathway;GO:0006886//intracellular protein transport;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0006891//intra-Golgi vesicle-mediated transportK17302//coatomer subunit beta'XP_001713153.1//coatomer beta' subunit (predicted) [Schizosaccharomyces pombe 972h-]putative coatomer beta' subunit protein (sec27), mRNA
2541520 NM_001019565.274.19 68.56 18.97 SPAC2E1P5.03GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005953//CAAX-protein geranylgeranyltransferase complexGO:0004662//CAAX-protein geranylgeranyltransferase activity;GO:0008270//zinc ion binding;GO:0030544//Hsp70 protein bindingGO:0006457//protein folding;GO:0072659//protein localization to plasma membrane;GO:0018344//protein geranylgeranylation;GO:0072660//maintenance of protein location in plasma membraneK11713//geranylgeranyl transferase type-1 subunit beta [EC:2.5.1.59]NP_594142.1//geranylgeranyltransferase I beta subunit Cwg2 [Schizosaccharomyces pombe 972h-]putative DNAJ domain-containing protein Erj5 (SPAC2E1P5.03), mRNA
2542807 NM_001019733.282.99 73.55 53.51 grx2 GO:0005634//nucleus;GO:0005739//mitochondrionGO:0015035//protein disulfide oxidoreductase activity;GO:0009055//electron transfer activity;GO:0015038//glutathione disulfide oxidoreductase activity;GO:0004602//glutathione peroxidase activityGO:0019430//removal of superoxide radicals;GO:0034599//cellular response to oxidative stress;GO:0045454//cell redox homeostasisK03676//glutaredoxin 3NP_594310.1//glutaredoxin Grx2 [Schizosaccharomyces pombe 972h-]glutaredoxin Grx2 (grx2), mRNA
2540262 NM_001021235.341.53 48.48 35.14 SPBC530.15cGO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0000297//spermine transmembrane transporter activity;GO:0015606//spermidine transmembrane transporter activityGO:1903710//spermine transmembrane transport;GO:0055085//transmembrane transport;GO:1903711//spermidine transmembrane transportK08157 NP_595328.2//spermidine family transporter (predicted) [Schizosaccharomyces pombe 972h-]putative spermidine family transporter (SPBC530.15c), mRNA
2542320 NM_001018334.252.31 60.56 43.85 SPAC13C5.05cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0004610//phosphoacetylglucosamine mutase activityGO:0006038//cell wall chitin biosynthetic process;GO:0005975//carbohydrate metabolic process;GO:0006048//UDP-N-acetylglucosamine biosynthetic process;GO:0071555//cell wall organization;GO:0034221//fungal-type cell wall chitin biosynthetic processK01836//phosphoacetylglucosamine mutase [EC:5.4.2.3]NP_592933.1//N-acetylglucosamine-phosphate mutase (predicted) [Schizosaccharomyces pombe 972h-]putative N-acetylglucosamine-phosphate mutase (SPAC13C5.05c), mRNA
2542447 NM_001018879.283.29 94.95 91.35 SPAC824.07 GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0004416//hydroxyacylglutathione hydrolase activityGO:1990748//cellular detoxification;GO:0019243//methylglyoxal catabolic process to D-lactate via S-lactoyl-glutathioneK01069//hydroxyacylglutathione hydrolase [EC:3.1.2.6]NP_593446.1//hydroxyacylglutathione hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative hydroxyacylglutathione hydrolase (SPAC824.07), mRNA
2540522 NM_001022588.279.98 79.63 44.31 mnh1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0035145//exon-exon junction complexNA GO:0008380//RNA splicing;GO:0045292//mRNA cis splicing, via spliceosomeK12877//protein mago nashiNP_596666.1//protein mago nashi [Schizosaccharomyces pombe 972h-]protein mago nashi (mnh1), mRNA
2543267 NM_001018933.267.78 74.66 78.35 SPAC1002.12cGO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0009013//succinate-semialdehyde dehydrogenase [NAD(P)+] activity;GO:0004777//succinate-semialdehyde dehydrogenase (NAD+) activity;GO:0051287//NAD bindingGO:0006540//glutamate decarboxylation to succinate;GO:0009450//gamma-aminobutyric acid catabolic processK00135 NP_593499.2//succinate-semialdehyde dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative succinate-semialdehyde dehydrogenase (SPAC1002.12c), mRNA
2542400 NM_001019680.293.21 98.41 60.75 ssr1 GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0005829//cytosol;GO:0016514//SWI/SNF complex;GO:0000790//nuclear chromatinGO:0003677//DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templatedK11649//SWI/SNF related-matrix-associated actin-dependent regulator of chromatin subfamily CNP_594257.1//SWI/SNF and RSC complex subunit Ssr1 [Schizosaccharomyces pombe 972h-]SWI/SNF and RSC complex subunit Ssr1 (ssr1), mRNA
2542167 NM_001020023.261.88 67.57 58.71 SPAC17C9.11cGO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0003676//nucleic acid bindingGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK03260//translation initiation factor 4G;K17600//vacuolar protein sorting-associated protein 54NP_594595.1//zf-C2H2 type zinc finger protein/UBA domain protein [Schizosaccharomyces pombe 972h-]zf-C2H2 type zinc finger protein/UBA domain protein (SPAC17C9.11c), mRNA
2538809 NM_001023323.278.98 75.45 36.35 SPCC285.03 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0010501//RNA secondary structure unwinding;GO:0006364//rRNA processingK14807//ATP-dependent RNA helicase DDX51/DBP6 [EC:3.6.4.13]NP_588332.1//ATP-dependent RNA helicase Dbp6 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Dbp6 (SPCC285.03), mRNA
2541040 NM_001022594.288.4 83.43 33.63 mrpl3 GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004525//ribonuclease III activity;GO:0003735//structural constituent of ribosome;GO:0003725//double-stranded RNA bindingGO:0006396//RNA processing;GO:0032543//mitochondrial translation;GO:0090502//RNA phosphodiester bond hydrolysis, endonucleolyticK17425//large subunit ribosomal protein L44 [EC:3.1.26.-]NP_596672.1//mitochondrial ribosomal protein subunit L3 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L3 (mrpl3), partial mRNA
2542019 NM_001019875.266.57 59.64 36.97 SPAC23A1.17GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0032153//cell division siteGO:0017024//myosin I bindingGO:0030036//actin cytoskeleton organization;GO:0006897//endocytosisK20521 NP_594446.1//SH3 domain-containing protein [Schizosaccharomyces pombe 972h-]SH3 domain-containing protein (SPAC23A1.17), mRNA
2543037 NM_001019118.248.21 43.89 29.77 SPAC4G9.04cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005849//mRNA cleavage factor complex;GO:0005737//cytoplasmGO:0003729//mRNA binding;GO:0005524//ATP binding;GO:0004017//adenylate kinase activity;GO:0000993//RNA polymerase II core bindingGO:0006369//termination of RNA polymerase II transcription;GO:0006379//mRNA cleavage;GO:0006172//ADP biosynthetic process;GO:0006378//mRNA polyadenylationK14400//pre-mRNA cleavage complex 2 protein Pcf11;K00939//adenylate kinase [EC:2.7.4.3]NP_593686.1//cleavage and polyadenylation specificity factor (predicted) [Schizosaccharomyces pombe 972h-]putative cleavage and polyadenylation specificity factor (SPAC4G9.04c), mRNA
2543666 NM_001019304.261.44 54.97 64.95 cdr1 GO:0005634//nucleus;GO:0071341//medial cortical node;GO:0005829//cytosol;GO:0032153//cell division siteGO:0004712//protein serine/threonine/tyrosine kinase activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0051301//cell division;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0035556//intracellular signal transduction;GO:0007049//cell cycleK02515;K18680NP_593874.1//NIM1 family serine/threonine protein kinase Cdr1/Nim1 [Schizosaccharomyces pombe 972h-]NIM1 family serine/threonine protein kinase Cdr1/Nim1 (cdr1), mRNA
2540527 NM_001021777.214.28 5.63 2.94 SPBC23G7.13cGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015489//putrescine transmembrane transporter activity;GO:0015204//urea transmembrane transporter activity;GO:0015606//spermidine transmembrane transporter activityGO:0043419//urea catabolic processK20989//urea-proton symporterXP_013025626.1//urea transporter [Schizosaccharomyces cryophilus OY26]putative urea transporter (SPBC23G7.13c), mRNA
2542779 NM_001019711.237.19 34.84 19.77 atm1 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membraneGO:0005524//ATP binding;GO:0042626//ATPase activity, coupled to transmembrane movement of substancesGO:0006879//cellular iron ion homeostasisK05663//mitochondrial ABC transporter ATMXP_013022871.1//ABC family iron transporter Atm1 [Schizosaccharomyces cryophilus OY26]ABC family Fe transporter Atm1 (atm1), mRNA
2543344 NM_001018668.2147.23 128.28 48.15 cut6 GO:0000329//fungal-type vacuole membrane;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003989//acetyl-CoA carboxylase activity;GO:0046872//metal ion binding;GO:0004075//biotin carboxylase activity;GO:0005524//ATP bindingGO:2001295//malonyl-CoA biosynthetic process;GO:0006633//fatty acid biosynthetic processK11262//acetyl-CoA carboxylase / biotin carboxylase 1 [EC:6.4.1.2 6.3.4.14]NP_593271.1//acetyl-CoA/biotin carboxylase [Schizosaccharomyces pombe 972h-]acetyl-CoA/biotin carboxylase (cut6), partial mRNA
2542679 NM_001020067.272.54 69.37 32.85 acp1 GO:0005884//actin filament;GO:0005759//mitochondrial matrix;GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0005739//mitochondrion;GO:0032153//cell division site;GO:0008290//F-actin capping protein complexGO:0051015//actin filament bindingGO:1903475//mitotic actomyosin contractile ring assembly;GO:2000813//negative regulation of barbed-end actin filament capping;GO:0030036//actin cytoskeleton organization;GO:0006121//mitochondrial electron transport, succinate to ubiquinone;GO:0051016//barbed-end actin filament capping;GO:0034553//mitochondrial respiratory chain complex II assembly;GO:0006099//tricarboxylic acid cycle;GO:0044396//actin cortical patch organization;GO:1902404//mitotic actomyosin contractile ring contraction;GO:2000601//positive regulation of Arp2/3 complex-mediated actin nucleation;GO:0018293//protein-FAD linkageK18168//succinate dehydrogenase assembly factor 2;K10364//capping protein (actin filament) muscle Z-line, alphaNP_594639.1//F-actin capping protein alpha subunit [Schizosaccharomyces pombe 972h-]F-actin-capping protein alpha subunit (acp1), mRNA
2541264 NM_001355846.167.68 63.66 19.69 mto2 GO:0044732//mitotic spindle pole body;GO:0015630//microtubule cytoskeleton;GO:0000923//equatorial microtubule organizing center;GO:0005829//cytosol;GO:0005881//cytoplasmic microtubule;GO:0099070//static microtubule bundle;GO:0031021//interphase microtubule organizing center;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0010968//regulation of microtubule nucleation;GO:1902405//mitotic actomyosin contractile ring localization;GO:0031024//interphase microtubule organizing center assembly;GO:0033566//gamma-tubulin complex localization;GO:0051415//interphase microtubule nucleation by interphase microtubule organizing center;GO:0007097//nuclear migrationNA NP_595204.1//MT organizer Mto2 [Schizosaccharomyces pombe 972h-]MT organizer Mto2 (mto2), mRNA
2542094 NM_001020415.267.05 68.61 38.49 rcd1 GO:0005634//nucleus;GO:0030014//CCR4-NOT complex;GO:0000932//P-body;GO:0005737//cytoplasm;GO:0030015//CCR4-NOT core complexGO:0003723//RNA bindingGO:0007548//sex differentiation;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0017148//negative regulation of translation;GO:0030154//cell differentiation;GO:0000289//nuclear-transcribed mRNA poly(A) tail shorteningK12606//CCR4-NOT transcription complex subunit 9NP_594984.1//RNA-binding protein, CCR4-NOT complex subunit Rcd1 [Schizosaccharomyces pombe 972h-]CCR4-NOT complex subunit Rcd1 (rcd1), mRNA
2542259 NM_001019013.283.46 79.86 26.42 gmf1 GO:0005634//nucleus;GO:0030479//actin cortical patch;GO:0005829//cytosolGO:0003779//actin binding;GO:0071933//Arp2/3 complex bindingGO:0000147//actin cortical patch assembly;GO:0034316//negative regulation of Arp2/3 complex-mediated actin nucleation;GO:0071846//actin filament debranchingNA NP_593581.1//actin regulatory protein gmf1 [Schizosaccharomyces pombe 972h-]actin regulatory protein gmf1 (gmf1), mRNA
2541000 NM_001022324.288.65 75.52 78.97 SPBC3B8.09 GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolusGO:0030515//snoRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0030490//maturation of SSU-rRNAK14767//U3 small nucleolar RNA-associated protein 3NP_596405.1//U3 snoRNP-associated protein Utp3 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Utp3 (SPBC3B8.09), mRNA
2541580 NM_001018519.260.5 62.27 35.66 pli1 GO:0035861//site of double-strand break;GO:0005634//nucleusGO:0061665//SUMO ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0016925//protein sumoylation;GO:0030999//linear element assembly;GO:0032207//regulation of telomere maintenance via recombination;GO:0000019//regulation of mitotic recombination;GO:0007131//reciprocal meiotic recombination;GO:2000042//negative regulation of double-strand break repair via homologous recombination;GO:0010520//regulation of reciprocal meiotic recombinationK02903//large subunit ribosomal protein L28e;K04706//E3 SUMO-protein ligase PIAS1NP_593123.1//SUMO E3 ligase Pli1 [Schizosaccharomyces pombe 972h-]SUMO E3 ligase Pli1 (pli1), mRNA
2541546 NM_001020344.259.72 76.28 47.38 SPAC14C4.07GO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK01772//protoporphyrin/coproporphyrin ferrochelatase [EC:4.99.1.1 4.99.1.9]NP_594912.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPAC14C4.07), mRNA
2539668 NM_001021524.375.9 76.41 53.83 pht1 GO:0000812//Swr1 complex;GO:0005634//nucleus;GO:0031011//Ino80 complex;GO:0000790//nuclear chromatin;GO:0000788//nuclear nucleosome;GO:0005719//nuclear euchromatin;GO:0005739//mitochondrion;GO:0000786//nucleosomeGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0042802//identical protein binding;GO:0031490//chromatin DNA binding;GO:0046982//protein heterodimerization activityGO:0030466//chromatin silencing at silent mating-type cassette;GO:0006342//chromatin silencing;GO:0006338//chromatin remodeling;GO:1903098//negative regulation of CENP-A containing nucleosome assembly;GO:0043486//histone exchange;GO:0006351//transcription, DNA-templated;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0006325//chromatin organization;GO:0016569//covalent chromatin modificationK11251//histone H2AAAB32938.1//histone H2A variant [Schizosaccharomyces pombe]histone H2A.Z-like protein Pht1 (pht1), mRNA
2538725 NM_001023044.275.58 76.4 23.68 SPCC825.02 GO:0005783//endoplasmic reticulum;GO:0017177//glucosidase II complexNA GO:0006487//protein N-linked glycosylation;GO:0006491//N-glycan processingK08288//protein kinase C substrate 80K-HBAA13906.1//unnamed protein product, partial [Schizosaccharomyces pombe]putative glucosidase II Gtb1 (SPCC825.02), mRNA
2540259 NM_001021228.274.51 68.52 57.18 SPBC530.08 GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0061414//positive regulation of transcription from RNA polymerase II promoter by a nonfermentable carbon sourceK02365//separase [EC:3.4.22.49];K09248;K09241NP_595321.1//membrane-tethered transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative membrane-tethered transcription factor (SPBC530.08), mRNA
2541320 NM_001021055.261.97 71.17 93.5 SPBC1271.03cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005886//plasma membraneGO:0004721//phosphoprotein phosphatase activityGO:0023052//signalingNA NP_595147.1//NLI interacting factor family phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative NLI-interacting factor-like phosphatase family protein (SPBC1271.03c), partial mRNA
2538879 NM_001023248.287.63 85.3 53.21 SPCC777.12cGO:0005783//endoplasmic reticulum;GO:0005623//cell;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005739//mitochondrion;GO:0030956//glutamyl-tRNA(Gln) amidotransferase complexGO:0015036//disulfide oxidoreductase activityGO:0032543//mitochondrial translation;GO:0034976//response to endoplasmic reticulum stress;GO:0070681//glutaminyl-tRNAGln biosynthesis via transamidation;GO:0045454//cell redox homeostasisNA NP_588258.1//thioredoxin family protein [Schizosaccharomyces pombe 972h-]thioredoxin family protein (SPCC777.12c), mRNA
2539290 NM_001023199.290.66 87.2 59.79 srp54 GO:0005783//endoplasmic reticulum;GO:0005786//signal recognition particle, endoplasmic reticulum targeting;GO:0005829//cytosolGO:0005525//GTP binding;GO:0003924//GTPase activity;GO:0008312//7S RNA bindingGO:0006614//SRP-dependent cotranslational protein targeting to membrane;GO:0006616//SRP-dependent cotranslational protein targeting to membrane, translocationK03106//signal recognition particle subunit SRP54 [EC:3.6.5.4]NP_588209.1//signal recognition particle subunit Srp54 [Schizosaccharomyces pombe 972h-]signal recognition particle subunit Srp54 (srp54), mRNA
2539041 NM_001023376.280.02 78.08 86.32 caf1 GO:0005634//nucleus;GO:0030014//CCR4-NOT complex;GO:0005829//cytosol;GO:0000932//P-body;GO:0005737//cytoplasm;GO:0030015//CCR4-NOT core complexGO:0004535//poly(A)-specific ribonuclease activity;GO:0003729//mRNA binding;GO:0046872//metal ion binding;GO:0003676//nucleic acid bindingGO:0043928//exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0017148//negative regulation of translation;GO:0006355//regulation of transcription, DNA-templated;GO:0000289//nuclear-transcribed mRNA poly(A) tail shortening;GO:0006351//transcription, DNA-templatedK12581//CCR4-NOT transcription complex subunit 7/8NP_588385.2//CCR4-Not complex CAF1 family ribonuclease subunit Caf1 [Schizosaccharomyces pombe 972h-]CCR4-Not complex CAF1 family ribonuclease subunit Caf1 (caf1), mRNA
2541762 NM_001355998.175.18 74.37 19.17 SPAC139.01cGO:0005634//nucleus;GO:0005829//cytosolGO:0004520//endodeoxyribonuclease activity;GO:0046872//metal ion binding;GO:0004518//nuclease activityGO:0006281//DNA repairNA XP_001713046.1//nuclease, XP-G family (predicted) [Schizosaccharomyces pombe 972h-]putative XP-G family nuclease (SPAC139.01c), mRNA
2541163 NM_001021541.268.95 53.45 38.06 SPBC83.15 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorNA GO:0042254//ribosome biogenesis;GO:0006364//rRNA processing;GO:0042273//ribosomal large subunit biogenesisK14841//ribosome biogenesis protein NSA1NP_595647.1//ribosome biogenesis protein Nsa1 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Nsa1 (SPBC83.15), mRNA
3361266 NM_001021446.371.64 67.59 154.1 erg32 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0005506//iron ion binding;GO:0000248//C-5 sterol desaturase activity;GO:0016491//oxidoreductase activityGO:0006696//ergosterol biosynthetic processK00227//Delta7-sterol 5-desaturase [EC:1.14.19.20]NP_001018791.2//C-5 sterol desaturase Erg32 [Schizosaccharomyces pombe 972h-]C-5 sterol desaturase Erg32 (erg32), mRNA
2543655 NM_001018783.257.03 57.09 43.04 SPAC9.08c GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0003865//3-oxo-5-alpha-steroid 4-dehydrogenase activityGO:0008202//steroid metabolic process;GO:0006694//steroid biosynthetic processK12343//3-oxo-5-alpha-steroid 4-dehydrogenase 1 [EC:1.3.1.22]NP_593351.1//steroid reductase (predicted) [Schizosaccharomyces pombe 972h-]putative steroid reductase (SPAC9.08c), mRNA
2541356 NM_001021294.266.6 78.68 39 SPBP35G2.12GO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activity;GO:0047631//ADP-ribose diphosphatase activityGO:0009191//ribonucleoside diphosphate catabolic processK01515//ADP-ribose pyrophosphatase [EC:3.6.1.13]NP_595387.1//ADP-ribose diphosphatase, NudF subfamily (predicted) [Schizosaccharomyces pombe 972h-]putative ADP-ribose diphosphatase subfamily NudF (SPBP35G2.12), partial mRNA
2541158 NM_001020999.299.37 91.31 32.45 ssb1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005662//DNA replication factor A complex;GO:0005737//cytoplasmGO:0003697//single-stranded DNA binding;GO:0042162//telomeric DNA binding;GO:0046872//metal ion binding;GO:0043047//single-stranded telomeric DNA binding;GO:0070034//telomerase RNA bindingGO:0006281//DNA repair;GO:0006260//DNA replication;GO:0006268//DNA unwinding involved in DNA replication;GO:0006279//premeiotic DNA replication;GO:0032212//positive regulation of telomere maintenance via telomerase;GO:0007004//telomere maintenance via telomerase;GO:0000724//double-strand break repair via homologous recombination;GO:1902969//mitotic DNA replication;GO:0006310//DNA recombination;GO:0000723//telomere maintenanceK07466//replication factor A1NP_595092.1//DNA replication factor A subunit Ssb1 [Schizosaccharomyces pombe 972h-]DNA replication factor A subunit Ssb1 (ssb1), mRNA
2541531 NM_001019048.2 74 73.21 86.39 fft3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005720//nuclear heterochromatinGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0008094//DNA-dependent ATPase activity;GO:0004003//ATP-dependent DNA helicase activityGO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0034724//DNA replication-independent nucleosome organization;GO:0043044//ATP-dependent chromatin remodeling;GO:0070869//heterochromatin assembly involved in chromatin silencing;GO:0032017//positive regulation of Ran protein signal transductionK14439//SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1 [EC:3.6.4.12]NP_593617.1//fun thirty related protein Fft3 [Schizosaccharomyces pombe 972h-]putative protein Fft3 (fft3), mRNA
2540308 NM_001022137.279.71 81.57 76.08 sec22 GO:0005783//endoplasmic reticulum;GO:0031201//SNARE complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0012507//ER to Golgi transport vesicle membrane;GO:0000139//Golgi membraneGO:0000149//SNARE binding;GO:0005484//SNAP receptor activityGO:0006886//intracellular protein transport;GO:0048280//vesicle fusion with Golgi apparatus;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0006888//ER to Golgi vesicle-mediated transportK08517//vesicle transport protein SEC22NP_596218.2//SNARE Sec22 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE protein Sec22 (sec22), mRNA
2539468 NM_001023065.2 75 81.65 41.17 cbp3 GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionNA GO:0034551//mitochondrial respiratory chain complex III assembly;GO:0070131//positive regulation of mitochondrial translationK17662//cytochrome b pre-mRNA-processing protein 3NP_588073.1//ubiquinol cytochrome-c reductase assembly protein Cbp3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquinol cytochrome-c reductase assembly protein Cbp3 (cbp3), mRNA
2539634 NM_001022426.275.22 76.06 41.42 tad2 GO:0052718//tRNA-specific adenosine-34 deaminase complex;GO:0005634//nucleus;GO:0005737//cytoplasmGO:0016787//hydrolase activity;GO:0005524//ATP binding;GO:0016301//kinase activity;GO:0008270//zinc ion binding;GO:0052717//tRNA-specific adenosine-34 deaminase activityGO:0002100//tRNA wobble adenosine to inosine editing;GO:0006400//tRNA modificationK15441//tRNA-specific adenosine deaminase 2 [EC:3.5.4.-]NP_596505.2//tRNA specific adenosine deaminase subunit Tad2 [Schizosaccharomyces pombe 972h-]tRNA-specific adenosine deaminase subunit Tad2 (tad2), partial mRNA

NR_150941.1 NR_150941.1 138.98 173.81 703.69 NA GO:0016021//integral component of membraneNA NA NA XP_001713128.1//hypothetical protein SPBC3D6.16 [Schizosaccharomyces pombe 972h-]non-coding RNA (predicted) (SPNCRNA.570), miscRNA
2539040 NM_001355905.172.18 69.29 35.15 SPCC1259.02cGO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0046872//metal ion binding;GO:0008233//peptidase activity;GO:0008237//metallopeptidase activityNA K13095//splicing factor 1NP_588058.1//Endoplasmic Reticulum metallopeptidase 1 (predicted) [Schizosaccharomyces pombe 972h-]putative metallopeptidase 1 (SPCC1259.02c), mRNA
2543170 NM_001018862.2105.06 88.23 206.77 ubx3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0043130//ubiquitin binding;GO:0019888//protein phosphatase regulator activityGO:0030435//sporulation resulting in formation of a cellular spore;GO:0007030//Golgi organization;GO:0051028//mRNA transport;GO:0061025//membrane fusion;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0051321//meiotic cell cycle;GO:0000045//autophagosome assembly;GO:0031468//nuclear envelope reassemblyK14012//UBX domain-containing protein 1NP_593429.1//UBX domain protein Ubx3, Cdc48 cofactor [Schizosaccharomyces pombe 972h-]UBX domain-containing protein Ubx3 (ubx3), mRNA
2541076 NM_001021386.371.96 73 66.8 SPBC4.02c GO:0005634//nucleusGO:0008649//rRNA methyltransferase activityGO:0042254//ribosome biogenesisNA NP_595475.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC4.02c), mRNA
2542345 NM_001018818.296.98 94.04 136.91 SPAC1705.02GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosolNA NA NA NP_593386.1//hypothetical protein SPAC1705.02 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1705.02), mRNA
2538803 NM_001022681.232.22 42.03 18.25 SPCC757.11cGO:0051286//cell tip;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0032153//cell division siteGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportNA NP_587686.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPCC757.11c), mRNA
2542550 NM_001020214.276.74 73.23 72.91 SPAC1B3.02cGO:0005634//nucleus;GO:0008023//transcription elongation factor complexGO:0046872//metal ion binding;GO:0003746//translation elongation factor activity;GO:0008270//zinc ion binding;GO:0000993//RNA polymerase II core bindingGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006355//regulation of transcription, DNA-templated;GO:0048096//chromatin-mediated maintenance of transcription;GO:0006351//transcription, DNA-templatedNA NP_594786.1//transcription elongation factor, Elf1 family (predicted) [Schizosaccharomyces pombe 972h-]putative Elf1 family transcription elongation factor (SPAC1B3.02c), mRNA
2542017 NM_001019708.280.56 75.54 46.4 tif225 GO:0005851//eukaryotic translation initiation factor 2B complex;GO:0005829//cytosol;GO:0032045//guanyl-nucleotide exchange factor complexGO:0003743//translation initiation factor activity;GO:0016779//nucleotidyltransferase activity;GO:0005085//guanyl-nucleotide exchange factor activityGO:0006446//regulation of translational initiation;GO:0002183//cytoplasmic translational initiationK03240//translation initiation factor eIF-2B subunit epsilonNP_594285.1//translation initiation factor eIF2B epsilon subunit (predicted) [Schizosaccharomyces pombe 972h-]putative translation initiation factor eIF2B epsilon subunit tif225 (tif225), mRNA
2540502 NM_001021453.285.39 85.97 105.09 tom7 GO:0005742//mitochondrial outer membrane translocase complex;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0015266//protein channel activity;GO:0005198//structural molecule activityGO:0045040//protein import into mitochondrial outer membrane;GO:0030150//protein import into mitochondrial matrix;GO:0045039//protein import into mitochondrial inner membraneK17771//mitochondrial import receptor subunit TOM7BAA21450.1//pi068 [Schizosaccharomyces pombe]putative TOM complex subunit Tom7 (tom7), mRNA
2543522 NM_001019420.269.38 80.04 542.13 SPAPB24D3.08cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016491//oxidoreductase activityGO:0055114//oxidation-reduction processK07119//uncharacterized proteinNP_593994.1//NADP-dependent oxidoreductase (predicted) [Schizosaccharomyces pombe 972h-]putative NADP-dependent oxidoreductase (SPAPB24D3.08c), mRNA
2543637 NM_001018394.285.45 106.24 72.78 SPAC3H8.02 GO:0005737//cytoplasmGO:0008526//phosphatidylinositol transporter activityGO:0015914//phospholipid transport;GO:0071852//fungal-type cell wall organization or biogenesisK19996 NP_592995.1//sec14 cytosolic factor family phosphatidylinositol transporter (predicted) [Schizosaccharomyces pombe 972h-]putative sec14 cytosolic factor family phosphatidylinositol transporter (SPAC3H8.02), mRNA
2538716 NM_001023235.229.39 22.83 40.84 SPCC13B11.02cGO:0005737//cytoplasmGO:0004022//alcohol dehydrogenase (NAD) activity;GO:0008270//zinc ion binding;GO:0016491//oxidoreductase activityGO:0043458//ethanol biosynthetic process involved in glucose fermentation to ethanol;GO:0006116//NADH oxidationK13953//alcohol dehydrogenase, propanol-preferring [EC:1.1.1.1]NP_588244.1//alcohol dehydrogenase Adh1 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC13B11.02c), partial mRNA
2541608 NM_001019817.254.61 52.83 40.79 SPAC2F3.16 GO:0005634//nucleusGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK19619//tyrosyl-DNA phosphodiesterase 2 [EC:3.1.4.-];K10144//RING finger and CHY zinc finger domain-containing protein 1 [EC:2.3.2.27]NP_594394.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPAC2F3.16), mRNA
2543163 NM_001018774.284.41 81.68 62.02 tim17 GO:0005744//mitochondrial inner membrane presequence translocase complex;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneGO:0015266//protein channel activity;GO:0015450//P-P-bond-hydrolysis-driven protein transmembrane transporter activityGO:0000002//mitochondrial genome maintenance;GO:0030150//protein import into mitochondrial matrixK17795//mitochondrial import inner membrane translocase subunit TIM17NP_593342.1//TIM23 translocase complex subunit Tim17 (predicted) [Schizosaccharomyces pombe 972h-]putative TIM23 translocase complex subunit Tim17 (tim17), mRNA
2542338 NM_001019636.271.77 77.32 45.03 shd1 GO:0010008//endosome membrane;GO:0005643//nuclear pore;GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0032153//cell division siteGO:0003779//actin binding;GO:0043130//ubiquitin binding;GO:0008092//cytoskeletal protein binding;GO:0030674//protein binding, bridging;GO:0042802//identical protein bindingGO:0007015//actin filament organization;GO:0000147//actin cortical patch assembly;GO:0006897//endocytosisK20046 NP_594213.1//cytoskeletal protein binding protein Sla1 family, Shd1 (predicted) [Schizosaccharomyces pombe 972h-]putative Sla1 family protein Shd1 (shd1), mRNA
2539450 NM_001022853.281.45 77.4 30.81 SPCP31B10.04GO:0016021//integral component of membraneNA NA NA NP_587860.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCP31B10.04), mRNA
2541721 NM_001018506.271.14 71.19 51.66 taf4 GO:0005634//nucleus;GO:0005669//transcription factor TFIID complex;GO:0000790//nuclear chromatinGO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0003677//DNA binding;GO:0003713//transcription coactivator activity;GO:0008134//transcription factor bindingGO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0006352//DNA-templated transcription, initiation;GO:0051123//RNA polymerase II transcriptional preinitiation complex assemblyK11650//SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily DNP_593109.1//transcription factor TFIID complex subunit Taf4 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor TFIID complex subunit Taf4 (taf4), mRNA
2541198 NM_001021155.280.68 78.21 27.65 mrp21 GO:0005840//ribosome;GO:0044391//ribosomal subunit;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK17415 NP_595249.1//mitochondrial ribosomal protein subunit Mrp21 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit Mrp21 (mrp21), mRNA
2542799 NM_001018515.288.28 85.61 39.72 rpc19 GO:0005666//DNA-directed RNA polymerase III complex;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA binding;GO:0001056//RNA polymerase III activity;GO:0001054//RNA polymerase I activity;GO:0046983//protein dimerization activityGO:0006360//transcription from RNA polymerase I promoter;GO:0042797//tRNA transcription from RNA polymerase III promoter;GO:0006383//transcription from RNA polymerase III promoterK03020//DNA-directed RNA polymerases I and III subunit RPAC2NP_593118.2//DNA-directed RNA polymerase I and III subunit Rpc19 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase I and III subunit Rpc19 (rpc19), mRNA
2540533 NM_001021972.283.39 68.81 24.6 SPBC29A10.16cGO:0005783//endoplasmic reticulum;GO:0031090//organelle membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0009055//electron transfer activity;GO:0020037//heme binding;GO:0046872//metal ion bindingGO:0006696//ergosterol biosynthetic process;GO:0055114//oxidation-reduction processK00326//cytochrome-b5 reductase [EC:1.6.2.2]NP_596061.1//cytochrome b5 (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome b5 (SPBC29A10.16c), mRNA
2541152 NM_001021257.276.4 72.53 42.24 tim16 GO:0005759//mitochondrial matrix;GO:0005744//mitochondrial inner membrane presequence translocase complex;GO:0005739//mitochondrion;GO:0001405//presequence translocase-associated import motorGO:0019904//protein domain specific binding;GO:0015450//P-P-bond-hydrolysis-driven protein transmembrane transporter activityGO:0030150//protein import into mitochondrial matrixK17805//mitochondrial import inner membrane translocase subunit TIM16NP_595349.1//TIM23 translocase complex subunit Tim16 (predicted) [Schizosaccharomyces pombe 972h-]putative TIM23 translocase complex subunit Tim16 (tim16), mRNA
2539168 NM_001023457.275.35 78.43 43.48 SPCC1620.08GO:0005739//mitochondrionGO:0004775//succinate-CoA ligase (ADP-forming) activity;GO:0000287//magnesium ion binding;GO:0005524//ATP bindingGO:0006099//tricarboxylic acid cycle;GO:0006104//succinyl-CoA metabolic processK01900//succinyl-CoA synthetase beta subunit [EC:6.2.1.4 6.2.1.5]XP_013023853.1//succinate-CoA ligase beta subunit [Schizosaccharomyces cryophilus OY26]putative succinate-CoA ligase alpha subunit (SPCC1620.08), mRNA
2543409 NM_001020397.286.42 77.91 62.7 usp104 GO:0005685//U1 snRNP;GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0000243//commitment complexGO:0003723//RNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosomeK12821//pre-mRNA-processing factor 40NP_594966.1//U1 snRNP-associated protein Usp104 [Schizosaccharomyces pombe 972h-]U1 snRNP-associated protein Usp104 (usp104), mRNA
2542466 NM_001018734.280.94 78.75 41.7 nup40 GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0044615//nuclear pore nuclear basket;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0044613//nuclear pore central transport channelGO:0003697//single-stranded DNA binding;GO:0005487//nucleocytoplasmic transporter activity;GO:0003676//nucleic acid binding;GO:0005543//phospholipid bindingGO:0006607//NLS-bearing protein import into nucleus;GO:0006407//rRNA export from nucleus;GO:0006355//regulation of transcription, DNA-templated;GO:0006999//nuclear pore organization;GO:0051028//mRNA transportK18717;K14313//nuclear pore complex protein Nup53NP_593304.1//nucleoporin Nup40 [Schizosaccharomyces pombe 972h-]nucleoporin Nup40 (nup40), partial mRNA
2538973 NM_001023017.278.27 75.69 35.04 SPCPB16A4.02cGO:0051286//cell tip;GO:0030428//cell septum;GO:0005886//plasma membrane;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0005546//phosphatidylinositol-4,5-bisphosphate bindingGO:1902647//negative regulation of 1-phosphatidyl-1D-myo-inositol 4,5-bisphosphate biosynthetic processNA NP_588026.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCPB16A4.02c), mRNA
2539614 NM_001022303.267.93 79.85 123.75 SPBC17D11.08GO:0080008//Cul4-RING E3 ubiquitin ligase complex;GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:1903463//regulation of mitotic cell cycle DNA replicationK11805//WD repeat-containing protein 68NP_596382.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (SPBC17D11.08), mRNA
2542388 NM_001020114.294.77 82.24 120.59 pmo25 GO:0005634//nucleus;GO:0051286//cell tip;GO:0071958//new mitotic spindle pole body;GO:0044732//mitotic spindle pole body;GO:0043332//mating projection tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0035839//non-growing cell tip;GO:0005829//cytosolGO:0004672//protein kinase activityGO:0007118//budding cell apical bud growth;GO:2000100//regulation of establishment or maintenance of bipolar cell polarity regulating cell shape;GO:0072697//protein localization to cell cortex;GO:0000920//cell separation after cytokinesis;GO:0006355//regulation of transcription, DNA-templated;GO:0060583//regulation of actin cortical patch localization;GO:0071574//protein localization to medial cortexK08272//calcium binding protein 39NP_594685.1//mo25 family protein Pmo25 [Schizosaccharomyces pombe 972h-]mo25 family protein Pmo25 (pmo25), mRNA
2541471 NM_001018270.275.71 73.94 49 SPAC1F5.03cGO:0005634//nucleus;GO:0005770//late endosome;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0016491//oxidoreductase activityGO:0042147//retrograde transport, endosome to GolgiK01228//mannosyl-oligosaccharide glucosidase [EC:3.2.1.106]NP_592870.1//FAD-dependent oxidoreductase (predicted) [Schizosaccharomyces pombe 972h-]putative FAD-dependent oxidoreductase (SPAC1F5.03c), mRNA
2540614 NM_001021835.281.68 82.56 32.34 taf10 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0046695//SLIK (SAGA-like) complex;GO:0005669//transcription factor TFIID complex;GO:0000790//nuclear chromatinGO:0032947//protein complex scaffold activity;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0042802//identical protein binding;GO:0003682//chromatin bindingGO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016573//histone acetylation;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0051123//RNA polymerase II transcriptional preinitiation complex assembly;GO:0006352//DNA-templated transcription, initiationK03134//transcription initiation factor TFIID subunit 10NP_595927.1//SAGA complex/transcription factor TFIID complex subunit Taf10 [Schizosaccharomyces pombe 972h-]SAGA complex/transcription factor TFIID complex subunit Taf10 (taf10), mRNA
2540099 NM_001021844.293.45 86.81 37.94 skb1 GO:0071521//Cdc42 GTPase complex;GO:0005634//nucleus;GO:0051286//cell tip;GO:0005938//cell cortex;GO:0005829//cytosol;GO:1990463//lateral cortical nodeGO:0008469//histone-arginine N-methyltransferase activity;GO:0008168//methyltransferase activity;GO:0016274//protein-arginine N-methyltransferase activityGO:2000100//regulation of establishment or maintenance of bipolar cell polarity regulating cell shape;GO:0071470//cellular response to osmotic stress;GO:1903359//lateral cortical node assembly;GO:0006355//regulation of transcription, DNA-templated;GO:0035246//peptidyl-arginine N-methylation;GO:0019918//peptidyl-arginine methylation, to symmetrical-dimethyl arginine;GO:1903360//protein localization to lateral cortical node;GO:0061246//establishment or maintenance of bipolar cell polarity regulating cell shapeK02516//type II protein arginine methyltransferase [EC:2.1.1.320]NP_595936.1//type II protein arginine N-methyltransferase Skb1 [Schizosaccharomyces pombe 972h-]protein arginine N-methyltransferase Skb1 (skb1), partial mRNA
2542072 NM_001019603.265.84 53.25 22.67 SPAP32A8.03cGO:0005634//nucleus;GO:0005829//cytosolGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0000209//protein polyubiquitinationK11982//E3 ubiquitin-protein ligase RNF115/126 [EC:2.3.2.27];K17969//mitochondrial fission 1 protein;K17970NP_594179.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPAP32A8.03c), mRNA
2542278 NM_001019161.275.95 78.33 57.41 yaf9 GO:0000812//Swr1 complex;GO:0035267//NuA4 histone acetyltransferase complex;GO:0000781//chromosome, telomeric region;GO:0005634//nucleus;GO:0005829//cytosolGO:0016740//transferase activityGO:0006342//chromatin silencing;GO:0006281//DNA repair;GO:0043486//histone exchange;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylation;GO:0006348//chromatin silencing at telomereK11341//YEATS domain-containing protein 4NP_593730.1//YEATS family histone acetyltransferase subunit Yaf9 [Schizosaccharomyces pombe 972h-]YEATS family histone acetyltransferase subunit Yaf9 (yaf9), mRNA
2542253 NM_001019006.273.08 53.97 32.01 SPAC17H9.04cGO:0005730//nucleolusGO:0003723//RNA binding;GO:0046872//metal ion bindingNA NA NP_593574.1//RNA-binding protein [Schizosaccharomyces pombe 972h-]RNA-binding protein (SPAC17H9.04c), mRNA
2541574 NM_001019900.272.16 70.25 47.93 SPAC25B8.11GO:0005634//nucleus;GO:0000324//fungal-type vacuole;GO:0005829//cytosolGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001128//RNA polymerase II transcription coactivator activity involved in preinitiation complex assembly;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0045848//positive regulation of nitrogen utilization;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0001080//nitrogen catabolite activation of transcription from RNA polymerase II promoterK03457;K01427//urease [EC:3.5.1.5]NP_594471.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPAC25B8.11), mRNA
2542380 NM_001019674.242.71 43.6 27.47 cpp1 GO:0005634//nucleus;GO:0005965//protein farnesyltransferase complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0008253//5'-nucleotidase activity;GO:0000166//nucleotide binding;GO:0008270//zinc ion binding;GO:0004660//protein farnesyltransferase activity;GO:0016788//hydrolase activity, acting on ester bondsGO:0046085//adenosine metabolic process;GO:0072659//protein localization to plasma membrane;GO:0042127//regulation of cell proliferation;GO:0009166//nucleotide catabolic process;GO:0018343//protein farnesylationK05954//protein farnesyltransferase subunit beta [EC:2.5.1.58]NP_594250.1//phosphoprotein phosphatase (predicted) [Schizosaccharomyces pombe 972h-]protein farnesyltransferase beta subunit Cpp1 (cpp1), mRNA
2543133 NM_001018293.270.82 69.67 123.87 taf9 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0046695//SLIK (SAGA-like) complex;GO:0005669//transcription factor TFIID complex;GO:0000790//nuclear chromatinGO:0032947//protein complex scaffold activity;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0042802//identical protein binding;GO:0046982//protein heterodimerization activity;GO:0044212//transcription regulatory region DNA binding;GO:0003743//translation initiation factor activity;GO:0003682//chromatin binding;GO:0008134//transcription factor bindingGO:0043966//histone H3 acetylation;GO:0006338//chromatin remodeling;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0016573//histone acetylation;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0006366//transcription from RNA polymerase II promoter;GO:0051123//RNA polymerase II transcriptional preinitiation complex assemblyK03133//transcription initiation factor TFIID subunit 9BNP_592893.1//SAGA complex/ transcription initiation factor Taf9 [Schizosaccharomyces pombe 972h-]SAGA complex/ transcription initiation factor Taf9 (taf9), mRNA
2542777 NM_001019326.281.21 65.96 117.38 SPAC6F6.03cGO:0072686//mitotic spindle;GO:0005654//nucleoplasm;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0000055//ribosomal large subunit export from nucleus;GO:0042254//ribosome biogenesisK14537//nuclear GTP-binding proteinNP_593896.1//ribosome export GTPase (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome export GTPase (SPAC6F6.03c), mRNA
2543218 NM_001018669.285.14 81 49.56 mug69 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005773//vacuoleNA GO:0045047//protein targeting to ER;GO:0051321//meiotic cell cycle;GO:0006624//vacuolar protein processing;GO:0045048//protein insertion into ER membraneNA NP_593272.1//ENV10 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative ENV10 family protein (mug69), mRNA
2540736 NM_001022264.267.98 61.69 22.43 SPBC19F8.02GO:0005634//nucleus;GO:0005874//microtubule;GO:0005737//cytoplasmGO:0051082//unfolded protein bindingGO:0006457//protein folding;GO:0032502//developmental process;GO:0000070//mitotic sister chromatid segregation;GO:0051301//cell divisionNA NP_596344.1//nuclear movement protein nudc [Schizosaccharomyces pombe 972h-]nuclear movement protein nudc (SPBC19F8.02), mRNA
2540553 NM_001021769.357.69 59.44 85.07 SPBC23G7.06cGO:0005783//endoplasmic reticulum;GO:0032865//ERMES complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0071561//nucleus-vacuole junction;GO:0005737//cytoplasmGO:0008289//lipid bindingGO:1990854//vacuole-ER tetheringK02350//DNA polymerase zeta [EC:2.7.7.7];K11294//nucleolinNP_595864.3//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC23G7.06c), mRNA
2542449 NM_001356045.162.18 68.8 45.25 SPAC17H9.07GO:0005634//nucleus;GO:0005786//signal recognition particle, endoplasmic reticulum targeting;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0048500//signal recognition particle;GO:0005785//signal recognition particle receptor complexGO:0005047//signal recognition particle binding;GO:0008312//7S RNA bindingGO:0006614//SRP-dependent cotranslational protein targeting to membrane;GO:0006616//SRP-dependent cotranslational protein targeting to membrane, translocationNA NP_593577.1//signal recognition particle subunit Srp21 (predicted) [Schizosaccharomyces pombe 972h-]putative signal recognition particle subunit Srp21 (SPAC17H9.07), mRNA
2542512 NM_001020213.296.66 92.76 23.45 SPAC1B3.01cGO:0005634//nucleus;GO:0005829//cytosolGO:0016757//transferase activity, transferring glycosyl groups;GO:0004849//uridine kinase activity;GO:0004845//uracil phosphoribosyltransferase activity;GO:0005525//GTP bindingGO:0006223//uracil salvage;GO:0009116//nucleoside metabolic process;GO:0008655//pyrimidine-containing compound salvage;GO:0043097//pyrimidine nucleoside salvage;GO:0006206//pyrimidine nucleobase metabolic process;GO:0044206//UMP salvageK00761//uracil phosphoribosyltransferase [EC:2.4.2.9]NP_594785.1//uracil phosphoribosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative uracil phosphoribosyltransferase (SPAC1B3.01c), mRNA
2539218 NM_001022904.289.47 91.79 77.61 pin1 GO:0005634//nucleusGO:0003755//peptidyl-prolyl cis-trans isomerase activityGO:0006457//protein folding;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0034243//regulation of transcription elongation from RNA polymerase II promoter;GO:0051301//cell division;GO:0006369//termination of RNA polymerase II transcription;GO:0031124//mRNA 3'-end processing;GO:0007049//cell cycleK09578//peptidyl-prolyl cis-trans isomerase NIMA-interacting 1 [EC:5.2.1.8]NP_587913.1//peptidyl-prolyl cis-trans isomerase Pin1 [Schizosaccharomyces pombe 972h-]peptidyl-prolyl cis-trans isomerase Pin1 (pin1), mRNA
2542534 NM_001019530.281.12 83.62 39.46 SPAC6G10.09GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0004573//mannosyl-oligosaccharide glucosidase activityGO:0070880//fungal-type cell wall beta-glucan biosynthetic process;GO:0009311//oligosaccharide metabolic process;GO:0006487//protein N-linked glycosylation;GO:0009272//fungal-type cell wall biogenesisK01228//mannosyl-oligosaccharide glucosidase [EC:3.2.1.106]NP_594106.1//alpha glucosidase I Gls1 (predicted) [Schizosaccharomyces pombe 972h-]putative alpha glucosidase I Gls1 (SPAC6G10.09), mRNA
2541115 NM_001020993.2148.54 134.43 221.7 ntp1 GO:0005829//cytosolGO:0004555//alpha,alpha-trehalase activity;GO:0005509//calcium ion bindingGO:1903134//trehalose catabolic process involved in cellular response to stress;GO:0030437//ascospore formation;GO:0005993//trehalose catabolic processK01194//alpha,alpha-trehalase [EC:3.2.1.28]NP_595086.1//alpha,alpha-trehalase Ntp1 [Schizosaccharomyces pombe 972h-]alpha,alpha-trehalase Ntp1 (ntp1), mRNA
2540968 NM_001021669.263.67 71.58 39.85 ser2 NA GO:0000287//magnesium ion binding;GO:0004647//phosphoserine phosphatase activity;GO:0005509//calcium ion bindingGO:0006564//L-serine biosynthetic process;GO:0006563//L-serine metabolic processK01079//phosphoserine phosphatase [EC:3.1.3.3]NP_595768.1//phosphoserine phosphatase Ser2 (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoserine phosphatase Ser2 (ser2), mRNA
2542604 NM_001020245.276.59 67.44 25.52 mrpl25 GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK17438 NP_594816.2//mitochondrial ribosomal protein subunit L25 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L25 (mrpl25), mRNA
2542353 NM_001018743.267.77 66.84 39.37 SPAC57A10.07GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA K20457 NP_593312.1//hypothetical protein SPAC57A10.07 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC57A10.07), mRNA
2542716 NM_001019240.288.09 81.87 48.31 emc1 GO:0072546//ER membrane protein complex;GO:0005783//endoplasmic reticulumNA GO:1990456//mitochondrion-endoplasmic reticulum membrane tethering;GO:0034975//protein folding in endoplasmic reticulumK20179//vacuolar protein sorting-associated protein 11NP_593811.1//ER membrane protein complex subunit Emc1 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Emc1 (emc1), mRNA
2543060 NM_001020089.282.1 86.03 58.1 SPAC30C2.08GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_594660.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC30C2.08), mRNA
2541010 NM_001021144.273.77 75.03 50.02 vac8 NA NA NA K08332//vacuolar protein 8XP_019026209.1//putative vacuolar protein 8 [Saitoella complicata NRRL Y-17804]putative protein Vac8 (vac8), mRNA
2539741 NM_001023805.275.1 73.25 33.08 rae1 GO:0016020//membrane;GO:0005643//nuclear pore;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0043130//ubiquitin binding;GO:0003723//RNA bindingGO:0031081//nuclear pore distribution;GO:0016973//poly(A)+ mRNA export from nucleus;GO:2000728//regulation of mRNA export from nucleus in response to heat stress;GO:0000972//transcription-dependent tethering of RNA polymerase II gene DNA at nuclear periphery;GO:0000054//ribosomal subunit export from nucleus;GO:0000973//posttranscriptional tethering of RNA polymerase II gene DNA at nuclear periphery;GO:0006606//protein import into nucleusK14298//mRNA export factorNP_596784.1//RNA export factor, nucleoporin Rae1 [Schizosaccharomyces pombe 972h-]nucleoporin Rae1 (rae1), mRNA
2541019 NM_001022326.279.52 78.61 32.46 dsd1 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0042284//sphingolipid delta-4 desaturase activityGO:0046512//sphingosine biosynthetic process;GO:0030148//sphingolipid biosynthetic process;GO:0046513//ceramide biosynthetic processK04712//sphingolipid 4-desaturase/C4-monooxygenase [EC:1.14.19.17 1.14.18.5]NP_596407.1//dihydroceramide delta-4 desaturase [Schizosaccharomyces pombe 972h-]dihydroceramide delta-4 desaturase (dsd1), mRNA
2541673 NM_001355989.190.31 95.61 43.87 SPAC22G7.01cGO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0070006//metalloaminopeptidase activityGO:0034396//negative regulation of transcription from RNA polymerase II promoter in response to ironK01262//Xaa-Pro aminopeptidase [EC:3.4.11.9]XP_001713044.1//iron responsive transcriptional regulator, peptidase family (predicted) [Schizosaccharomyces pombe 972h-]putative Fe-responsive transcriptional regulator (SPAC22G7.01c), mRNA
2538813 NM_001022989.271.99 74.01 24.03 mrpl31 GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationNA NP_587998.1//mitochondrial ribosomal protein subunit L31 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L31 (mrpl31), mRNA
2540882 NM_001022025.361.42 63.54 35.87 mrpl39 GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02913//large subunit ribosomal protein L33NP_596108.1//mitochondrial ribosomal protein subunit L39 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L39 (mrpl39), partial mRNA
2543500 NM_001019790.282.77 68.3 56.23 SPAC926.08cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0005829//cytosolGO:0003723//RNA binding;GO:0008097//5S rRNA binding;GO:0008312//7S RNA binding;GO:0019843//rRNA bindingGO:1902626//assembly of large subunit precursor of preribosome;GO:0000466//maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000027//ribosomal large subunit assembly;GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0042273//ribosomal large subunit biogenesisK14847//ribosome production factor 2NP_594369.1//Brix domain protein Rpf2 (predicted) [Schizosaccharomyces pombe 972h-]putative Brix domain-containing protein Rpf2 (SPAC926.08c), mRNA
2542962 NM_001020380.277.89 78.41 39.79 SPAP8A3.10 GO:0005634//nucleus;GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005739//mitochondrionGO:1990050//phosphatidic acid transporter activityGO:2001247//positive regulation of phosphatidylcholine biosynthetic process;GO:0045332//phospholipid translocation;GO:0007006//mitochondrial membrane organization;GO:0032048//cardiolipin metabolic processK19995//secretory carrier-associated membrane proteinNP_594949.1//mitochondrial intermembrane space protein sorting protein (predicted) [Schizosaccharomyces pombe 972h-]putative protein sorting protein (SPAP8A3.10), mRNA
2538854 NM_001023545.255.5 58.37 40.16 are2 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0034737//ergosterol O-acyltransferase activity;GO:0008374//O-acyltransferase activityGO:0008204//ergosterol metabolic process;GO:0006696//ergosterol biosynthetic processK00637//sterol O-acyltransferase [EC:2.3.1.26]NP_588558.1//acyl-coA-sterol acyltransferase Are2 (predicted) [Schizosaccharomyces pombe 972h-]putative acyl-coA-sterol acyltransferase Are2 (are2), mRNA
2543235 NM_001018615.274.98 68.34 13.39 ppt1 GO:0016021//integral component of membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneGO:0008412//4-hydroxybenzoate octaprenyltransferase activity;GO:0002083//4-hydroxybenzoate decaprenyltransferase activity;GO:0047293//4-hydroxybenzoate nonaprenyltransferase activityGO:0008299//isoprenoid biosynthetic process;GO:0006744//ubiquinone biosynthetic processK06125//4-hydroxybenzoate polyprenyltransferase [EC:2.5.1.39]NP_593219.2//para-hydroxybenzoate--polyprenyltransferase Ppt1 [Schizosaccharomyces pombe 972h-]para-hydroxybenzoate polyprenyltransferase Ppt1 (ppt1), partial mRNA
2539145 NM_001023381.298.19 92.64 58.74 sdc1 GO:0048188//Set1C/COMPASS complex;GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0005829//cytosol;GO:0048189//Lid2 complex;GO:0000790//nuclear chromatinGO:0046872//metal ion binding;GO:0008478//pyridoxal kinase activity;GO:0005524//ATP bindingGO:0042823//pyridoxal phosphate biosynthetic process;GO:0009443//pyridoxal 5'-phosphate salvage;GO:0051568//histone H3-K4 methylation;GO:0070869//heterochromatin assembly involved in chromatin silencing;GO:0006348//chromatin silencing at telomereK14965//protein dpy-30;K00868//pyridoxine kinase [EC:2.7.1.35]NP_588389.1//pyridoxine-pyridoxal-pyridoxamine kinase (predicted) [Schizosaccharomyces pombe 972h-]Dpy-30 domain protein Sdc1 (sdc1), mRNA
2540866 NM_001022222.260.58 58.15 27.64 1-Sep GO:0005634//nucleus;GO:0097221//M/G1 phase-specific MADS box-forkhead transcription factor complex;GO:0000790//nuclear chromatinGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0009653//anatomical structure morphogenesis;GO:0030154//cell differentiation;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0000917//division septum assemblyK09413 NP_596301.1//fork head transcription factor Sep1 [Schizosaccharomyces pombe 972h-]fork head transcription factor Sep1 (sep1), mRNA
2538896 NM_001023206.268.99 69.92 29.85 SPCC584.11cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0006979//response to oxidative stressNA NP_588216.1//Svf1 family protein Svf1 [Schizosaccharomyces pombe 972h-]Svf1 family protein Svf1 (SPCC584.11c), mRNA
2542201 NM_001019157.278.12 73.86 29.81 dpb3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003887//DNA-directed DNA polymerase activity;GO:0046982//protein heterodimerization activityGO:1902969//mitotic DNA replicationK21752//Dr1-associated corepressorNP_593726.1//DNA polymerase epsilon subunit Dpb3 [Schizosaccharomyces pombe 972h-]DNA polymerase epsilon subunit Dpb3 (dpb3), mRNA
2543521 NM_001019300.387.14 79.87 46.36 did4 GO:0000815//ESCRT III complex;GO:0005737//cytoplasmNA GO:0045053//protein retention in Golgi apparatus;GO:0070676//intralumenal vesicle formation;GO:1904669//ATP export;GO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0045324//late endosome to vacuole transportK12191//charged multivesicular body protein 2ANP_593871.3//ESCRT III complex subunit Did4 [Schizosaccharomyces pombe 972h-]ESCRT III complex subunit Did4 (did4), mRNA
2539995 NM_001022384.284.9 80.51 39.62 ubc15 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0005524//ATP binding;GO:0031625//ubiquitin protein ligase binding;GO:0061631//ubiquitin conjugating enzyme activityGO:0061186//negative regulation of chromatin silencing at silent mating-type cassette;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0031939//negative regulation of chromatin silencing at telomere;GO:0000209//protein polyubiquitinationK10575//ubiquitin-conjugating enzyme E2 G1 [EC:2.3.2.23]NP_596465.1//ubiquitin conjugating enzyme Ubc15 [Schizosaccharomyces pombe 972h-]ubiquitin-conjugating enzyme Ubc15 (ubc15), mRNA
2539594 NM_001022774.270.85 71.6 32.81 mrps8 GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrion;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK03809;K02994NP_587781.1//mitochondrial ribosomal protein subunit S8 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S8 (mrps8), mRNA
2542254 NM_001018609.273.5 68.87 54.67 nup124 GO:0005643//nuclear pore;GO:0044615//nuclear pore nuclear basket;GO:0005635//nuclear envelope;GO:0044613//nuclear pore central transport channelGO:0005487//nucleocytoplasmic transporter activity;GO:0017056//structural constituent of nuclear pore;GO:0008139//nuclear localization sequence bindingGO:0000054//ribosomal subunit export from nucleus;GO:0006606//protein import into nucleus;GO:0006405//RNA export from nucleus;GO:0051028//mRNA transportK18721//nucleoporin NUP1NP_593213.1//nucleoporin Nup124 [Schizosaccharomyces pombe 972h-]nucleoporin Nup124 (nup124), mRNA
2543459 NM_001019298.276.69 68.26 51.98 sdo1 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0030687//preribosome, large subunit precursor;GO:0005737//cytoplasm;GO:0005844//polysomeGO:0003723//RNA binding;GO:0005085//guanyl-nucleotide exchange factor activityGO:0042256//mature ribosome assembly;GO:0006364//rRNA processingK14574//ribosome maturation protein SDO1NP_593869.1//SBDS family ribosome maturation protein Sdo1 (predicted) [Schizosaccharomyces pombe 972h-]putative SBDS family ribosome maturation protein Sdo1 (sdo1), mRNA
2540606 NM_001021089.266.29 57.37 25.02 pho4 GO:0009277//fungal-type cell wall;GO:0005783//endoplasmic reticulum;GO:0005618//cell wall;GO:0009897//external side of plasma membrane;GO:0030287//cell wall-bounded periplasmic space;GO:0005794//Golgi apparatus;GO:0005576//extracellular regionGO:0052745//inositol phosphate phosphatase activity;GO:0003993//acid phosphatase activity;GO:0042131//thiamine phosphate phosphatase activityGO:0009228//thiamine biosynthetic process;GO:0043647//inositol phosphate metabolic process;GO:0046434//organophosphate catabolic processK01078 NP_595181.1//thiamine-repressible acid phosphatase Pho4 [Schizosaccharomyces pombe 972h-]thiamine-repressible acid phosphatase Pho4 (pho4), mRNA
2540970 NM_001022590.278.91 87.49 50.99 vti1 GO:0000324//fungal-type vacuole;GO:0031902//late endosome membrane;GO:0005737//cytoplasm;GO:0030173//integral component of Golgi membrane;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0031201//SNARE complex;GO:0005789//endoplasmic reticulum membrane;GO:0012507//ER to Golgi transport vesicle membraneGO:0000149//SNARE binding;GO:0005484//SNAP receptor activityGO:0006896//Golgi to vacuole transport;GO:0042147//retrograde transport, endosome to Golgi;GO:0042144//vacuole fusion, non-autophagic;GO:0045324//late endosome to vacuole transport;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0016192//vesicle-mediated transport;GO:0006886//intracellular protein transport;GO:0006906//vesicle fusion;GO:0006623//protein targeting to vacuole;GO:0048280//vesicle fusion with Golgi apparatus;GO:0048278//vesicle docking;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0016236//macroautophagyK08493//vesicle transport through interaction with t-SNAREs 1NP_596668.1//SNARE Vti1 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE protein Vti1 (vti1), mRNA
2542464 NM_001356001.174.01 67.59 39.82 lag1 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0016746//transferase activity, transferring acyl groups;GO:0050291//sphingosine N-acyltransferase activityGO:0007035//vacuolar acidification;GO:0046513//ceramide biosynthetic processK04709 NP_593201.1//sphingosine N-acyltransferase Lag1 [Schizosaccharomyces pombe 972h-]sphingosine N-acyltransferase Lag1 (lag1), mRNA
2542373 NM_001019346.278.85 78.75 60.24 hem2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0008270//zinc ion binding;GO:0004655//porphobilinogen synthase activityGO:0033014//tetrapyrrole biosynthetic process;GO:0006782//protoporphyrinogen IX biosynthetic process;GO:0006779//porphyrin-containing compound biosynthetic process;GO:0006783//heme biosynthetic processK01698//porphobilinogen synthase [EC:4.2.1.24]NP_593917.1//porphobilinogen synthase Hem2 (predicted) [Schizosaccharomyces pombe 972h-]putative porphobilinogen synthase Hem2 (hem2), mRNA
2543456 NM_001018980.282.8 84.45 35.08 SPAC3H1.05 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0046872//metal ion binding;GO:0004222//metalloendopeptidase activityGO:0071586//CAAX-box protein processingK06013//STE24 endopeptidase [EC:3.4.24.84]NP_593547.1//CAAX prenyl protease (predicted) [Schizosaccharomyces pombe 972h-]putative CAAX prenyl protease (SPAC3H1.05), mRNA
2543438 NM_001356086.180.38 69.45 46.93 SPAC8F11.04GO:0005634//nucleus;GO:0030686//90S preribosome;GO:0005730//nucleolus;GO:0005739//mitochondrionGO:0003723//RNA bindingGO:0000470//maturation of LSU-rRNA;GO:0051321//meiotic cell cycle;GO:0030490//maturation of SSU-rRNAK14775//ribosome biogenesis protein UTP30NP_593953.1//U3 snoRNP-associated protein Cic1/Utp30 family (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated Cic1/Utp30 family protein (SPAC8F11.04), mRNA
2539601 NM_001023506.2105.42 117.65 1338.06 gst2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0016740//transferase activityGO:0006749//glutathione metabolic process;GO:1990748//cellular detoxificationK00799//glutathione S-transferase [EC:2.5.1.18]NP_588517.1//glutathione S-transferase Gst2 [Schizosaccharomyces pombe 972h-]glutathione S-transferase Gst2 (gst2), mRNA
2539552 NM_001022920.266.32 64.12 29.96 vps5 GO:0005768//endosome;GO:0030904//retromer complex;GO:0005794//Golgi apparatus;GO:0019898//extrinsic component of membrane;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005628//prospore membraneGO:0035091//phosphatidylinositol bindingGO:0006886//intracellular protein transport;GO:0016050//vesicle organization;GO:0045053//protein retention in Golgi apparatus;GO:0032120//ascospore-type prospore membrane assembly;GO:0042147//retrograde transport, endosome to Golgi;GO:0006897//endocytosis;GO:0016192//vesicle-mediated transportK17917//sorting nexin-1/2NP_587929.1//retromer complex subunit Vps5 [Schizosaccharomyces pombe 972h-]retromer complex subunit Vps5 (vps5), mRNA
2542267 NM_001019400.271.61 69.36 31.05 syn1 GO:0005783//endoplasmic reticulum;GO:0051286//cell tip;GO:0005794//Golgi apparatus;GO:0031410//cytoplasmic vesicle;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016614//oxidoreductase activity, acting on CH-OH group of donors;GO:0050660//flavin adenine dinucleotide binding;GO:0005543//phospholipid bindingGO:0061817//endoplasmic reticulum-plasma membrane tetheringK03015//DNA-directed RNA polymerase II subunit RPB7NP_593974.1//synaptotagmin family C2 domain protein, Syn1 [Schizosaccharomyces pombe 972h-]C2 domain-containing synaptotagmin family protein Syn1 (syn1), mRNA
2542836 NM_001019139.287.74 76.23 52.08 met16 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004604//phosphoadenylyl-sulfate reductase (thioredoxin) activityGO:0070814//hydrogen sulfide biosynthetic process;GO:0019344//cysteine biosynthetic process;GO:0019379//sulfate assimilation, phosphoadenylyl sulfate reduction by phosphoadenylyl-sulfate reductase (thioredoxin);GO:0006750//glutathione biosynthetic process;GO:0009086//methionine biosynthetic processK00390 NP_593708.1//phosphoadenosine phosphosulfate reductase [Schizosaccharomyces pombe 972h-]phosphoadenosine phosphosulfate reductase (met16), mRNA
2543658 NM_001019307.271.44 71.77 46.6 SPAC644.09 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellularGO:0030170//pyridoxal phosphate bindingGO:0006522//alanine metabolic process;GO:0051604//protein maturationK06997//PLP dependent proteinNP_593877.1//alanine racemase (predicted) [Schizosaccharomyces pombe 972h-]putative alanine racemase (SPAC644.09), mRNA
2542564 NM_001356169.174.94 74.29 36.79 ckb1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005956//protein kinase CK2 complex;GO:0000139//Golgi membrane;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0034066//RIC1-RGP1 guanyl-nucleotide exchange factor complex;GO:0032045//guanyl-nucleotide exchange factor complexGO:0043539//protein serine/threonine kinase activator activity;GO:0017112//Rab guanyl-nucleotide exchange factor activity;GO:0017137//Rab GTPase bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006886//intracellular protein transport;GO:0007264//small GTPase mediated signal transduction;GO:0043433//negative regulation of DNA binding transcription factor activity;GO:0042147//retrograde transport, endosome to Golgi;GO:1904515//positive regulation of TORC2 signalingK03115//casein kinase II subunit beta;K20476//RAB6A-GEF complex partner protein 1NP_594607.2//Ypt/Rab-specific guanyl-nucleotide exchange factor (GEF) subunit Ric1 [Schizosaccharomyces pombe 972h-]CK2 family regulatory subunit Ckb1 (ckb1), mRNA
2539454 NM_001023177.265.29 65.16 43.76 SPCC622.15cGO:0005634//nucleus;GO:0005737//cytoplasmNA NA NA NP_588187.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC622.15c), mRNA

NR_150220.1 NR_150220.1 44.57 37.28 76.68 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1346), miscRNA
2541002 NM_001022010.274.46 73.61 34.3 SPBC3E7.07cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA NA K10997 NP_596094.1//DUF757 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC3E7.07c), mRNA
2541005 NM_001021136.272.07 77.72 42.23 mrps16 GO:0005840//ribosome;GO:0005763//mitochondrial small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02959//small subunit ribosomal protein S16NP_595230.2//mitochondrial ribosomal protein subunit S16 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S16 (mrps16), mRNA
2539920 NM_001021196.278.6 72.49 96.31 pmk1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0004707//MAP kinase activityGO:0050850//positive regulation of calcium-mediated signaling;GO:0000165//MAPK cascade;GO:1905665//positive regulation of calcium ion import across plasma membrane;GO:0008360//regulation of cell shape;GO:0000196//MAPK cascade involved in cell wall organization or biogenesis;GO:0051091//positive regulation of DNA binding transcription factor activity;GO:0007049//cell cycle;GO:1903340//positive regulation of cell wall organization or biogenesisK04464//mitogen-activated protein kinase 7 [EC:2.7.11.24]NP_595289.1//MAP kinase Pmk1 [Schizosaccharomyces pombe 972h-]MAP kinase Pmk1 (pmk1), mRNA
2543028 NM_001020431.2158.64 177.7 7.5 isp5 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0015171//amino acid transmembrane transporter activityNA K16261 NP_595000.1//amino acid permease Isp5 [Schizosaccharomyces pombe 972h-]amino acid permease Isp5 (isp5), mRNA
2539623 NM_001023801.282.86 87.81 115.56 ufd1 GO:1990112//RQC complex;GO:0005634//nucleus;GO:0000836//Hrd1p ubiquitin ligase complex;GO:0005783//endoplasmic reticulum;GO:0000839//Hrd1p ubiquitin ligase ERAD-L complex;GO:0034098//VCP-NPL4-UFD1 AAA ATPase complex;GO:0005829//cytosol;GO:0000837//Doa10p ubiquitin ligase complexGO:0043130//ubiquitin binding;GO:0031593//polyubiquitin modification-dependent protein binding;GO:0032183//SUMO bindingGO:0030970//retrograde protein transport, ER to cytosol;GO:1900182//positive regulation of protein localization to nucleus;GO:0071712//ER-associated misfolded protein catabolic process;GO:1990116//ribosome-associated ubiquitin-dependent protein catabolic process;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0051974//negative regulation of telomerase activity;GO:0071629//cytoplasm protein quality control by the ubiquitin-proteasome system;GO:0070651//nonfunctional rRNA decayK14016//ubiquitin fusion degradation protein 1NP_596780.1//Cdc48-Ufd1-Npl4 complex component Ufd1 (predicted) [Schizosaccharomyces pombe 972h-]putative Cdc48-Npl4-Ufd1 complex subunit Npl4 (ufd1), mRNA
2539226 NM_001022902.282.79 78.21 57.36 SPCC16C4.20cGO:0005634//nucleus;GO:0005829//cytosol;GO:0031011//Ino80 complexNA GO:0060303//regulation of nucleosome density;GO:0043044//ATP-dependent chromatin remodelingNA NP_587911.1//Ino80 complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative Ino80 complex subunit (SPCC16C4.20c), mRNA
3361275 NM_001356072.169.87 67.44 53.58 SPBC337.02cGO:0005829//cytosol;GO:0005737//cytoplasmNA NA NA XP_004001704.1//cell surface glycoprotein (predicted), DUF1773 family protein 6 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC337.02c), partial mRNA
2541233 NM_001021459.280.6 79.05 36.28 gsk31 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0030163//protein catabolic processK03083//glycogen synthase kinase 3 beta [EC:2.7.11.26]BAA13867.1//unnamed protein product, partial [Schizosaccharomyces pombe]putative serine/threonine protein kinase Gsk31 (gsk31), mRNA
2540213 NM_001022309.271.44 54.56 26.15 dbp3 GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursor;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0003676//nucleic acid bindingGO:0000464//endonucleolytic cleavage in ITS1 upstream of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000027//ribosomal large subunit assembly;GO:0010501//RNA secondary structure unwinding;GO:0006364//rRNA processingK14811//ATP-dependent RNA helicase DBP3 [EC:3.6.4.13]NP_596388.1//ATP-dependent RNA helicase Dbp3 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Dbp3 (dbp3), partial mRNA
2538832 NM_001022863.273.58 67.68 81 bpb1 GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000243//commitment complexGO:0045131//pre-mRNA branch point binding;GO:0008270//zinc ion bindingGO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosomeK13095//splicing factor 1NP_587871.1//zinc finger splicing factor Bpb1 [Schizosaccharomyces pombe 972h-]zinc finger-splicing factor Bpb1 (bpb1), mRNA
2541428 NM_001020348.274.09 69.46 60.52 SPAC14C4.11GO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0033254//vacuolar transporter chaperone complex;GO:0016021//integral component of membrane;GO:0005886//plasma membraneNA GO:0006914//autophagy;GO:0042144//vacuole fusion, non-autophagic;GO:0007034//vacuolar transportK02212//DNA replication licensing factor MCM4 [EC:3.6.4.12]NP_594916.1//polyphosphate synthetase (predicted) [Schizosaccharomyces pombe 972h-]putative polyphosphate synthetase (SPAC14C4.11), mRNA
2543070 NM_001020356.265.36 67.41 23.89 SPAC2H10.02cGO:0005634//nucleus;GO:0000502//proteasome complex;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0008540//proteasome regulatory particle, base subcomplexNA GO:0070682//proteasome regulatory particle assemblyK06693//26S proteasome non-ATPase regulatory subunit 9NP_594924.1//26S proteasome regulatory particle assembly protein (predicted) [Schizosaccharomyces pombe 972h-]putative 26S proteasome regulatory particle assembly protein (SPAC2H10.02c), mRNA
2539794 NM_001021823.263.16 50.96 21.32 rpb8 GO:0005665//DNA-directed RNA polymerase II, core complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005666//DNA-directed RNA polymerase III complex;GO:0005736//DNA-directed RNA polymerase I complex;GO:0016591//DNA-directed RNA polymerase II, holoenzymeGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA binding;GO:0001055//RNA polymerase II activity;GO:0001056//RNA polymerase III activity;GO:0001054//RNA polymerase I activity;GO:0003968//RNA-directed 5'-3' RNA polymerase activityGO:0006360//transcription from RNA polymerase I promoter;GO:0042797//tRNA transcription from RNA polymerase III promoter;GO:0006383//transcription from RNA polymerase III promoter;GO:0006366//transcription from RNA polymerase II promoterK03016//DNA-directed RNA polymerases I, II, and III subunit RPABC3NP_595915.1//DNA-directed RNA polymerase I, II and III subunit Rpb8 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase subunit Rpb8 (rpb8), mRNA
2542951 NM_001019776.264.21 61.39 20.58 SPAC1071.05GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0018064//protein-histidine N-methyltransferase activity;GO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0008168//methyltransferase activityGO:0000027//ribosomal large subunit assembly;GO:0045903//positive regulation of translational fidelity;GO:0042038//peptidyl-histidine methylation, to form tele-methylhistidineK18803 NP_594355.1//S-adenosylmethionine-dependent methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative S-adenosylmethionine-dependent methyltransferase (SPAC1071.05), mRNA
2541151 NM_001021250.281.88 77.2 22.05 SPBC713.03 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0016614//oxidoreductase activity, acting on CH-OH group of donors;GO:0099615//(D)-2-hydroxyglutarate-pyruvate transhydrogenase activity;GO:0004458//D-lactate dehydrogenase (cytochrome) activity;GO:0050660//flavin adenine dinucleotide binding;GO:0051990//(R)-2-hydroxyglutarate dehydrogenase activity;GO:0071949//FAD bindingGO:0022904//respiratory electron transport chain;GO:0019516//lactate oxidation;GO:0006091//generation of precursor metabolites and energy;GO:0019249//lactate biosynthetic processK21618 NP_595342.1//mitochondrial D-lactate dehydrogenase, cytochrome (predicted) [Schizosaccharomyces pombe 972h-]putative D-lactate dehydrogenase (SPBC713.03), mRNA
2543206 NM_001019632.264.38 65.74 93.41 SPAC328.07cGO:0005783//endoplasmic reticulum;GO:0005622//intracellular;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasm;GO:0005773//vacuoleGO:0004871//signal transducer activityGO:0006511//ubiquitin-dependent protein catabolic process;GO:0007034//vacuolar transport;GO:0030001//metal ion transport;GO:0045324//late endosome to vacuole transportNA NP_594209.1//heavy metal ion homeostasis protein (predicted) [Schizosaccharomyces pombe 972h-]putative heavy metal ion homeostasis protein (SPAC328.07c), mRNA
2541488 NM_001018371.239.64 37.62 26.57 SPAC227.17cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_592971.1//conserved protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC227.17c), mRNA
2539737 NM_001023803.279.3 72.91 29.51 nrm1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0003714//transcription corepressor activity;GO:0004000//adenosine deaminase activity;GO:0043829//tRNA-specific adenosine-37 deaminase activityGO:0006396//RNA processing;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0000083//regulation of transcription involved in G1/S transition of mitotic cell cycle;GO:0002100//tRNA wobble adenosine to inosine editing;GO:0006351//transcription, DNA-templatedK15440//tRNA-specific adenosine deaminase 1 [EC:3.5.4.34]NP_596782.1//negative regulator of MBF [Schizosaccharomyces pombe 972h-]protein nrm1 (nrm1), mRNA
2540619 NM_001022272.181.27 79.93 86.8 SPBC25H2.15GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0030490//maturation of SSU-rRNAK14801//pre-rRNA-processing protein TSR4NP_596352.1//20S rRNA accumulation protein 4 [Schizosaccharomyces pombe 972h-]20S rRNA accumulation protein 4 (SPBC25H2.15), partial mRNA
2540781 NM_001021532.292.42 91.62 31.33 SPBC83.06c GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0032543//mitochondrial translation;GO:0006412//translationK02919//large subunit ribosomal protein L36NP_595638.2//mitochondrial ribosomal protein subunit L36, Rtc6 (predicted) [Schizosaccharomyces pombe 972h-]putative Rtc6-like mitochondrial ribosomal protein (SPBC83.06c), mRNA
2541544 NM_001018453.2108.88 101.63 47.76 ura1 GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0003922//GMP synthase (glutamine-hydrolyzing) activity;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0016597//amino acid binding;GO:0004070//aspartate carbamoyltransferase activity;GO:0004088//carbamoyl-phosphate synthase (glutamine-hydrolyzing) activityGO:0006541//glutamine metabolic process;GO:0045984//negative regulation of pyrimidine nucleobase metabolic process;GO:0006207//'de novo' pyrimidine nucleobase biosynthetic processK11541 CAA57433.1//carbamoyl-phosphate synthase (glutamine-hydrolysing) [Schizosaccharomyces pombe]bifunctional carbamoyl-phosphate synthase/aspartate carbamoyltransferase Ura1 (ura1), mRNA
2543013 NM_001019154.261.3 58.71 23.24 SPAC6C3.09 GO:0000172//ribonuclease MRP complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005655//nucleolar ribonuclease P complexGO:0004526//ribonuclease P activityGO:1905267//endonucleolytic cleavage involved in tRNA processing;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0001682//tRNA 5'-leader removalK14530//ribonucleases P/MRP protein subunit RPP40 [EC:3.1.26.5]NP_593723.1//RNase P subunit (predicted) [Schizosaccharomyces pombe 972h-]putative Rnase P subunit (SPAC6C3.09), mRNA
2543509 NM_001019557.257.41 60.72 27.18 glt1 GO:0005829//cytosolGO:0016040//glutamate synthase (NADH) activity;GO:0005506//iron ion binding;GO:0010181//FMN binding;GO:0050660//flavin adenine dinucleotide binding;GO:0051536//iron-sulfur cluster bindingGO:0097054//L-glutamate biosynthetic process;GO:0006537//glutamate biosynthetic process;GO:0019676//ammonia assimilation cycleK00264//glutamate synthase (NADPH/NADH) [EC:1.4.1.13 1.4.1.14]XP_013023421.1//glutamate synthase Glt1 [Schizosaccharomyces cryophilus OY26]putative glutamate synthase Glt1 (glt1), mRNA
2542801 NM_001019728.272.71 70.71 27.94 SPAC15E1.04GO:0005829//cytosolGO:0010181//FMN binding;GO:0004799//thymidylate synthase activity;GO:0019212//phosphatase inhibitor activity;GO:0004633//phosphopantothenoylcysteine decarboxylase activityGO:0006231//dTMP biosynthetic process;GO:0006235//dTTP biosynthetic process;GO:0009966//regulation of signal transduction;GO:0015937//coenzyme A biosynthetic processK00560//thymidylate synthase [EC:2.1.1.45]NP_594305.1//thymidylate synthase (predicted) [Schizosaccharomyces pombe 972h-]putative thymidylate synthase (SPAC15E1.04), mRNA
2540024 NM_001022097.277.09 76.4 52.39 ppb1 GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005955//calcineurin complexGO:0046872//metal ion binding;GO:0004721//phosphoprotein phosphatase activity;GO:0005516//calmodulin bindingGO:1905949//negative regulation of calcium ion import across plasma membrane;GO:0008360//regulation of cell shape;GO:0071852//fungal-type cell wall organization or biogenesisK04348//serine/threonine-protein phosphatase 2B catalytic subunit [EC:3.1.3.16]NP_596178.1//calcium-dependent serine/threonine protein phosphatase calcineurin, catalytic subunit Ppb1 [Schizosaccharomyces pombe 972h-]calcium-dependent serine/threonine protein phosphatase calcineurin catalytic subunit Ppb1 (ppb1), mRNA

14218184 NM_001356078.162.7 63.61 21.99 new2 GO:0000172//ribonuclease MRP complex;GO:0005655//nucleolar ribonuclease P complexGO:0003676//nucleic acid bindingGO:0034965//intronic box C/D snoRNA processing;GO:0006379//mRNA cleavage;GO:0006364//rRNA processing;GO:0008033//tRNA processingNA XP_004001775.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein new2 (new2), partial mRNA
2539926 NM_001022665.286.97 83.26 28.51 SPBC14F5.13cGO:0000329//fungal-type vacuole membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneGO:0046872//metal ion binding;GO:0047386//fructose-2,6-bisphosphate 6-phosphatase activity;GO:0004035//alkaline phosphatase activityGO:0006470//protein dephosphorylation;GO:0046496//nicotinamide nucleotide metabolic processK01077//alkaline phosphatase [EC:3.1.3.1]NP_596739.1//vacuolar membrane alkaline phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative alkaline phosphatase (SPBC14F5.13c), mRNA
2539929 NM_001023835.272.45 78 292.16 SPBC1539.01cGO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0004525//ribonuclease III activity;GO:0003735//structural constituent of ribosomeGO:0006396//RNA processing;GO:0032543//mitochondrial translationNA NP_596815.1//mitochondrial ribosomal protein subunit L15 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L15 (SPBC1539.01c), mRNA
2539530 NM_001023073.280.06 79.51 30.85 SPCC4B3.09cGO:0005634//nucleus;GO:0070692//CTDK-1 complex;GO:0005762//mitochondrial large ribosomal subunit;GO:0005829//cytosol;GO:0032806//carboxy-terminal domain protein kinase complex;GO:0005739//mitochondrionGO:0016301//kinase activity;GO:0005509//calcium ion binding;GO:0003735//structural constituent of ribosomeGO:1904788//positive regulation of induction of conjugation with cellular fusion by regulation of transcription from RNA polymerase II promoter;GO:0006397//mRNA processing;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0032786//positive regulation of DNA-templated transcription, elongation;GO:0032543//mitochondrial translation;GO:0006351//transcription, DNA-templated;GO:0045943//positive regulation of transcription from RNA polymerase I promoter;GO:0071619//phosphorylation of RNA polymerase II C-terminal domain serine 2 residuesK02935//large subunit ribosomal protein L7/L12;K15565NP_588082.1//Lsk1 complex gamma subunit (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L12 (SPCC4B3.09c), mRNA
2542890 NM_001018241.253.59 55.67 30.41 aps1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:1990174//phosphodiesterase decapping endonuclease activity;GO:0050072//m7G(5')pppN diphosphatase activity;GO:0052845//inositol-5-diphosphate-1,2,3,4,6-pentakisphosphate diphosphatase activity;GO:0052844//inositol-3-diphosphate-1,2,4,5,6-pentakisphosphate diphosphatase activity;GO:0034431//bis(5'-adenosyl)-hexaphosphatase activity;GO:0052848//inositol-3,5-bisdiphosphate-2,3,4,6-tetrakisphosphate 5-diphosphatase activity;GO:0046872//metal ion binding;GO:0052846//inositol-1,5-bisdiphosphate-2,3,4,6-tetrakisphosphate 1-diphosphatase activity;GO:0034432//bis(5'-adenosyl)-pentaphosphatase activity;GO:0008486//diphosphoinositol-polyphosphate diphosphatase activity;GO:0000298//endopolyphosphatase activity;GO:0052847//inositol-1,5-bisdiphosphate-2,3,4,6-tetrakisphosphate 5-diphosphatase activity;GO:0052840//inositol diphosphate tetrakisphosphate diphosphatase activity;GO:0052843//inositol-1-diphosphate-2,3,4,5,6-pentakisphosphate diphosphatase activityGO:0071543//diphosphoinositol polyphosphate metabolic process;GO:0046855//inositol phosphate dephosphorylation;GO:1901907//diadenosine pentaphosphate catabolic process;GO:0006798//polyphosphate catabolic process;GO:1901906//diadenosine pentaphosphate metabolic process;GO:0015959//diadenosine polyphosphate metabolic process;GO:1901911//adenosine 5'-(hexahydrogen pentaphosphate) catabolic process;GO:1901909//diadenosine hexaphosphate catabolic processK07766//diphosphoinositol-polyphosphate diphosphatase [EC:3.6.1.52]NP_592840.1//diadenosine 5',5'''-p1,p6-hexaphosphate hydrolase Aps1 [Schizosaccharomyces pombe 972h-]diadenosine 5',5'''-p1,p6-hexaphosphate hydrolase Aps1 (aps1), mRNA
2538858 NM_001022719.243.1 39.72 20.79 SPCC320.05 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0019531//oxalate transmembrane transporter activity;GO:0015301//anion:anion antiporter activity;GO:0015116//sulfate transmembrane transporter activity;GO:0005254//chloride channel activity;GO:0008271//secondary active sulfate transmembrane transporter activity;GO:0015106//bicarbonate transmembrane transporter activityGO:0015701//bicarbonate transport;GO:1902358//sulfate transmembrane transport;GO:0051453//regulation of intracellular pH;GO:0042391//regulation of membrane potential;GO:1902476//chloride transmembrane transportK14708//solute carrier family 26 (sodium-independent sulfate anion transporter), member 11NP_587724.1//sulphate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative sulphate transporter (SPCC320.05), mRNA
2540270 NM_001022350.257.01 51.86 29.12 syj1 GO:0051286//cell tip;GO:0005829//cytosol;GO:0032153//cell division siteGO:1990650//inositol-2,4,5,6-tetrakisphosphate 5-phosphatase activity;GO:1990648//inositol-4,5,6-triphosphate 5-phosphatase activity;GO:0034485//phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase activity;GO:1990649//inositol-1,2,4,5-tetrakisphosphate 5-phosphatase activity;GO:0052659//inositol-1,3,4,5-tetrakisphosphate 5-phosphatase activity;GO:1990640//inositol-2,4,5-triphosphate 5-phosphatase activity;GO:0005509//calcium ion binding;GO:0043813//phosphatidylinositol-3,5-bisphosphate 5-phosphatase activity;GO:1990651//inositol-1,2,4,5,6-pentakisphosphate 5-phosphatase activity;GO:0004439//phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;GO:0052658//inositol-1,4,5-trisphosphate 5-phosphatase activity;GO:0030487//inositol-4,5-bisphosphate 5-phosphatase activityGO:0048017//inositol lipid-mediated signaling;GO:0006897//endocytosis;GO:0015031//protein transport;GO:0046856//phosphatidylinositol dephosphorylationK20279//synaptojanin [EC:3.1.3.36]NP_596431.1//inositol-1,4,5-trisphosphate 5-phosphatase 1 [Schizosaccharomyces pombe 972h-]inositol-1,4,5-trisphosphate 5-phosphatase 1 (syj1), mRNA
2540769 NM_001021890.284.46 81.27 26.96 SPBC19G7.17GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005784//Sec61 translocon complex;GO:0016021//integral component of membraneNA GO:0006616//SRP-dependent cotranslational protein targeting to membrane, translocation;GO:0015031//protein transportK10956//protein transport protein SEC61 subunit alphaNP_595983.2//hypothetical protein SPBC19G7.17 [Schizosaccharomyces pombe 972h-]putative translocon subunit Sec61-like protein (SPBC19G7.17), mRNA
2542825 NM_001020100.260.52 81.93 125.37 gwt1 GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0032216//glucosaminyl-phosphotidylinositol O-acyltransferase activityGO:0006506//GPI anchor biosynthetic process;GO:0051321//meiotic cell cycleK05283//phosphatidylinositol glycan, class W [EC:2.3.-.-]NP_594671.1//pig-W [Schizosaccharomyces pombe 972h-]pig-W (gwt1), mRNA
2540959 NM_001021951.298.83 109.01 275.19 ish1 GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0005635//nuclear envelope;GO:0005886//plasma membraneNA NA K12860//pre-mRNA-splicing factor CDC5/CEF1NP_596041.1//LEA domain protein [Schizosaccharomyces pombe 972h-]LEA domain protein (ish1), mRNA
2540878 NM_001022216.289.37 87.54 303.11 pre3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0019774//proteasome core complex, beta-subunit complexGO:0004298//threonine-type endopeptidase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0051603//proteolysis involved in cellular protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK02738//20S proteasome subunit beta 1 [EC:3.4.25.1]NP_596295.1//20S proteasome component beta 1 Pre3 (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome core particle subunit beta 1 Pre3 (pre3), mRNA
2541442 NM_001018635.279.29 90.49 34.08 SPAC22A12.08cGO:0016020//membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0008808//cardiolipin synthase activity;GO:0016787//hydrolase activity;GO:0016780//phosphotransferase activity, for other substituted phosphate groupsGO:0008654//phospholipid biosynthetic process;GO:0032049//cardiolipin biosynthetic process;GO:0007006//mitochondrial membrane organizationK08744//cardiolipin synthase (CMP-forming) [EC:2.7.8.41]NP_593238.1//cardiolipin synthase/ hydrolase fusion protein (predicted) [Schizosaccharomyces pombe 972h-]putative cardiolipin synthase and hydrolase (SPAC22A12.08c), partial mRNA
2540631 NM_001021990.261.39 55.91 24.5 SPBC25B2.10GO:0051286//cell tip;GO:0000935//division septum;GO:0032153//cell division siteNA GO:0006950//response to stressNA NP_596078.1//Usp (universal stress protein) family protein [Schizosaccharomyces pombe 972h-]Usp (universal stress protein) family protein (SPBC25B2.10), partial mRNA
2539227 NM_001023290.2121.52 97.05 30.41 inv1 GO:0000324//fungal-type vacuole;GO:0005576//extracellular regionGO:0004575//sucrose alpha-glucosidase activity;GO:0004564//beta-fructofuranosidase activity;GO:0051670//inulinase activityGO:0034484//raffinose catabolic process;GO:0005987//sucrose catabolic process;GO:1902927//inulin catabolic processK01193//beta-fructofuranosidase [EC:3.2.1.26]NP_588300.1//beta-fructofuranosidase [Schizosaccharomyces pombe 972h-]beta-fructofuranosidase (inv1), mRNA
2541088 NM_001022237.283.05 80.08 76.56 pob3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0035101//FACT complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatin;GO:0034507//chromosome, centromeric outer repeat regionGO:0003677//DNA bindingGO:0030466//chromatin silencing at silent mating-type cassette;GO:0006281//DNA repair;GO:0045899//positive regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0006260//DNA replication;GO:0006334//nucleosome assembly;GO:0043486//histone exchange;GO:0006351//transcription, DNA-templated;GO:0030702//chromatin silencing at centromere;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0034613//cellular protein localizationK09272//structure-specific recognition protein 1NP_596315.1//FACT complex component Pob3 [Schizosaccharomyces pombe 972h-]FACT complex component Pob3 (pob3), partial mRNA
2540348 NM_001021961.2 65 60.2 37.03 exo1 GO:0035861//site of double-strand break;GO:0072686//mitotic spindle;GO:0005634//nucleusGO:0046872//metal ion binding;GO:0051908//double-stranded DNA 5'-3' exodeoxyribonuclease activity;GO:0003690//double-stranded DNA bindingGO:0000729//DNA double-strand break processing;GO:0000710//meiotic mismatch repair;GO:0006298//mismatch repair;GO:0006312//mitotic recombination;GO:0000706//meiotic DNA double-strand break processing;GO:0043570//maintenance of DNA repeat elements;GO:0000723//telomere maintenanceK10746//exonuclease 1 [EC:3.1.-.-]NP_596050.1//exonuclease I Exo1 [Schizosaccharomyces pombe 972h-]exonuclease I Exo1 (exo1), mRNA
3361330 NM_001022289.259.35 59.91 27.17 nse4 GO:0030915//Smc5-Smc6 complex;GO:1990707//nuclear subtelomeric heterochromatin;GO:0061638//CENP-A containing chromatin;GO:0031618//nuclear pericentric heterochromatin;GO:1902377//nuclear rDNA heterochromatinNA GO:0006281//DNA repair;GO:0051321//meiotic cell cycle;GO:0006310//DNA recombinationNA NP_001018837.1//non-structural maintenance of chromosome element 4 [Schizosaccharomyces pombe 972h-]non-structural maintenance of chromosome element 4 (nse4), mRNA
2542873 NM_001018990.243.2 41.73 32.54 wis4 GO:0005829//cytosol;GO:1990315//Mcs4 RR-MAPKKK complex;GO:0005737//cytoplasmGO:0004709//MAP kinase kinase kinase activity;GO:0005524//ATP bindingGO:0071470//cellular response to osmotic stress;GO:0007346//regulation of mitotic cell cycle;GO:0034599//cellular response to oxidative stress;GO:0042981//regulation of apoptotic process;GO:0034605//cellular response to heat;GO:0051403//stress-activated MAPK cascadeK11230 NP_593557.1//MAP kinase kinase kinase Wis4 [Schizosaccharomyces pombe 972h-]MAP kinase kinase kinase Wis4 (wis4), mRNA
2542624 NM_001020118.271.63 66.18 25.88 SPAC1834.10cGO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0032592//integral component of mitochondrial membraneNA GO:0033615//mitochondrial proton-transporting ATP synthase complex assemblyNA NP_594689.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1834.10c), mRNA
2540996 NM_001356237.157.94 55.29 30.62 spo14 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0051020//GTPase binding;GO:0005085//guanyl-nucleotide exchange factor activity;GO:0005090//Sar guanyl-nucleotide exchange factor activity;GO:0005096//GTPase activator activityGO:0009306//protein secretion;GO:0032120//ascospore-type prospore membrane assembly;GO:0031321//ascospore-type prospore assembly;GO:0030437//ascospore formation;GO:0003400//regulation of COPII vesicle coating;GO:0006888//ER to Golgi vesicle-mediated transportK14003//prolactin regulatory element-binding proteinXP_001713132.1//GDP/GTP exchange factor, WD repeat protein Spo14 [Schizosaccharomyces pombe 972h-]GDP/GTP exchange factor Spo14 (spo14), mRNA
3361378 NM_001018709.262.49 59.19 32.81 SPAPB17E12.14cGO:0005737//cytoplasmGO:0005524//ATP binding;GO:0003873//6-phosphofructo-2-kinase activityGO:0006003//fructose 2,6-bisphosphate metabolic process;GO:0006000//fructose metabolic process;GO:0006110//regulation of glycolytic processK00900 NP_001018229.2//6-phosphofructo-2-kinase (predicted) [Schizosaccharomyces pombe 972h-]putative 6-phosphofructo-2-kinase (SPAPB17E12.14c), mRNA
2538739 NM_001023150.283.11 79.7 121.55 SPCC338.06cGO:0005739//mitochondrionNA GO:0061077//chaperone-mediated protein foldingK13993 NP_588161.1//heat shock protein Hsp20 family (predicted) [Schizosaccharomyces pombe 972h-]putative Hsp20 family protein (SPCC338.06c), mRNA
2543139 NM_001018295.267.15 63.91 17.41 cip2 GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasmGO:0003723//RNA bindingGO:2000815//regulation of mRNA stability involved in response to oxidative stress;GO:0034599//cellular response to oxidative stressK14787//multiple RNA-binding domain-containing protein 1NP_592895.1//RNA-binding protein Cip2 [Schizosaccharomyces pombe 972h-]RNA-binding protein Cip2 (cip2), mRNA
2543525 NM_001019255.293.52 86.49 73.83 SPAC4A8.14 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0004749//ribose phosphate diphosphokinase activity;GO:0005524//ATP binding;GO:0016301//kinase activityGO:0009116//nucleoside metabolic process;GO:0009165//nucleotide biosynthetic process;GO:0009156//ribonucleoside monophosphate biosynthetic process;GO:0006015//5-phosphoribose 1-diphosphate biosynthetic processK00948//ribose-phosphate pyrophosphokinase [EC:2.7.6.1]NP_593826.1//ribose-phosphate pyrophosphokinase (predicted) [Schizosaccharomyces pombe 972h-]putative ribose-phosphate pyrophosphokinase (SPAC4A8.14), mRNA
2542876 NM_001018992.271.24 64.11 19.36 oxa101 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0008565//protein transporter activityGO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0051205//protein insertion into membrane;GO:0045039//protein import into mitochondrial inner membraneK03217//YidC/Oxa1 family membrane protein insertaseNP_593559.1//mitochondrial inner membrane translocase Oxa101 [Schizosaccharomyces pombe 972h-]translocase Oxa101 (oxa101), mRNA
2542819 NM_001018231.377.8 80.11 97.51 tim8 GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005743//mitochondrial inner membrane;GO:0042719//mitochondrial intermembrane space protein transporter complexGO:0046872//metal ion binding;GO:0008565//protein transporter activityGO:0045039//protein import into mitochondrial inner membraneK17780//mitochondrial import inner membrane translocase subunit TIM8NP_592830.2//TIM22 inner membrane protein import complex subunit Tim8 (predicted) [Schizosaccharomyces pombe 972h-]putative TIM22 inner membrane protein import complex subunit Tim8 (tim8), mRNA
2540215 NM_001021540.267.72 68.86 29.86 rfc5 GO:0005634//nucleus;GO:0005663//DNA replication factor C complex;GO:0031390//Ctf18 RFC-like complex;GO:0000790//nuclear chromatin;GO:0005829//cytosol;GO:0031391//Elg1 RFC-like complex;GO:0031389//Rad17 RFC-like complex;GO:0043599//nuclear DNA replication factor C complex;GO:0043596//nuclear replication forkGO:0061860//DNA clamp unloader activity;GO:0003689//DNA clamp loader activityGO:0006272//leading strand elongation;GO:0006281//DNA repair;GO:0007062//sister chromatid cohesion;GO:1903460//mitotic DNA replication leading strand elongation;GO:0006271//DNA strand elongation involved in DNA replication;GO:0070914//UV-damage excision repairK10756//replication factor C subunit 3/5NP_595646.1//DNA replication factor C complex subunit Rfc5 (predicted) [Schizosaccharomyces pombe 972h-]putative DNA replication factor C complex subunit Rfc5 (rfc5), mRNA
2540233 NM_001022049.266.56 63.02 26.88 vps52 GO:0016020//membrane;GO:0000938//GARP complex;GO:0005794//Golgi apparatus;GO:0005829//cytosolGO:0019905//syntaxin binding;GO:0017137//Rab GTPase bindingGO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0042147//retrograde transport, endosome to Golgi;GO:0032456//endocytic recycling;GO:0016192//vesicle-mediated transport;GO:0030029//actin filament-based processK20298//vacuolar protein sorting-associated protein 52NP_596131.1//GARP complex subunit Vps52 (predicted) [Schizosaccharomyces pombe 972h-]putative GARP complex subunit Vps52 (vps52), mRNA
2542106 NM_001019590.280.37 97.88 155.91 dmc1 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005829//cytosol;GO:0000794//condensed nuclear chromosomeGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0042802//identical protein binding;GO:0043142//single-stranded DNA-dependent ATPase activity;GO:0003690//double-stranded DNA binding;GO:1905334//Swi5-Sfr1 complex binding;GO:0003697//single-stranded DNA binding;GO:0000150//recombinase activity;GO:0008094//DNA-dependent ATPase activity;GO:0016887//ATPase activity;GO:0000400//four-way junction DNA bindingGO:0006311//meiotic gene conversion;GO:0006281//DNA repair;GO:0010212//response to ionizing radiation;GO:0051260//protein homooligomerization;GO:0042148//strand invasion;GO:0070192//chromosome organization involved in meiotic cell cycle;GO:0000709//meiotic joint molecule formation;GO:0007131//reciprocal meiotic recombination;GO:0006312//mitotic recombination;GO:0000730//DNA recombinase assembly;GO:0010520//regulation of reciprocal meiotic recombinationK10872//meiotic recombination protein DMC1NP_594166.1//RecA family ATPase Dmc1 [Schizosaccharomyces pombe 972h-]RecA family ATPase Dmc1 (dmc1), partial mRNA
2543672 NM_001019758.263.01 57.81 76.55 SPAC4H3.01 GO:0051286//cell tip;GO:0005829//cytosol;GO:0032153//cell division siteGO:0030544//Hsp70 protein bindingGO:0045040//protein import into mitochondrial outer membrane;GO:0016558//protein import into peroxisome matrixK09503//DnaJ homolog subfamily A member 2NP_594337.1//DNAJ domain protein Caj1/Djp1 type (predicted) [Schizosaccharomyces pombe 972h-]putative DNAJ domain-containing protein type Caj1/Djp1 (SPAC4H3.01), mRNA
2540012 NM_001021352.275.23 77.65 75.18 atx1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016531//copper chaperone activityGO:0006879//cellular iron ion homeostasis;GO:0006979//response to oxidative stress;GO:0006878//cellular copper ion homeostasis;GO:0034599//cellular response to oxidative stress;GO:0015680//intracellular copper ion transport;GO:0034759//regulation of iron ion transmembrane transport;GO:0006825//copper ion transportK07213//copper chaperoneNP_595443.1//copper chaperone Atx1 [Schizosaccharomyces pombe 972h-]Cu chaperone Atx1 (atx1), mRNA
2540922 NM_001021246.263.99 65.98 40.91 SPBC36.10 GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005758//mitochondrial intermembrane space;GO:0005737//cytoplasmGO:1990050//phosphatidic acid transporter activityGO:0045332//phospholipid translocation;GO:0007006//mitochondrial membrane organizationNA NP_595338.1//mitochondrial intermembrane space protein sorting protein (predicted) [Schizosaccharomyces pombe 972h-]putative protein sorting protein (SPBC36.10), mRNA
2540714 NM_001021586.231.45 32.98 13.33 ubp11 GO:0005739//mitochondrionGO:0004843//thiol-dependent ubiquitin-specific protease activityGO:0006511//ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitinationK11366//ubiquitin carboxyl-terminal hydrolase 22/27/51 [EC:3.4.19.12]NP_595689.1//ubiquitin C-terminal hydrolase Ubp11 [Schizosaccharomyces pombe 972h-]ubiquitin hydrolase Ubp11 (ubp11), mRNA
2539910 NM_001020974.241.06 38.54 15.38 SPBC1683.12GO:0005759//mitochondrial matrix;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0046421//methylisocitrate lyase activity;GO:0004451//isocitrate lyase activity;GO:0046943//carboxylic acid transmembrane transporter activityGO:0006567//threonine catabolic process;GO:1905039//carboxylic acid transmembrane transportK01637//isocitrate lyase [EC:4.1.3.1]NP_595067.1//isocitrate lyase (predicted) [Schizosaccharomyces pombe 972h-]putative nicotinic acid plasma membrane transporter (SPBC1683.12), mRNA

14218024 NM_001356090.125.2 18.11 18.97 SPACUNK4.20NA NA NA K00015 XP_004001778.1//hypothetical protein SPACUNK4.20 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPACUNK4.20), mRNA
2540406 NM_001022204.278.01 75.73 40.62 SPBC30D10.02GO:0005634//nucleus;GO:0005829//cytosolGO:0046982//protein heterodimerization activityGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0045898//regulation of RNA polymerase II transcriptional preinitiation complex assemblyK21751//down-regulator of transcription 1NP_596283.1//transcription corepressor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription corepressor (SPBC30D10.02), mRNA
2542443 NM_001019683.2298.94 258.32 1606.21 slt1 GO:0005829//cytosolNA NA NA NP_594260.1//sequence orphan Slt1 [Schizosaccharomyces pombe 972h-]protein slt1 (slt1), mRNA
2541569 NM_001019460.270.47 70.41 36.65 mrp4 GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrion;GO:0015935//small ribosomal subunitGO:0000049//tRNA binding;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02967//small subunit ribosomal protein S2NP_594035.1//mitochondrial ribosomal protein subunit S2 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S2 (mrp4), mRNA

NR_149864.1 NR_149864.1 66.34 50.92 51.11 NA GO:0005634//nucleus;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004527//exonuclease activity;GO:0046872//metal ion binding;GO:0008408//3'-5' exonuclease activity;GO:0003676//nucleic acid bindingGO:0006396//RNA processing;GO:0034476//U5 snRNA 3'-end processing;GO:0043628//ncRNA 3'-end processing;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14570//RNA exonuclease 1 [EC:3.1.-.-]NP_594715.1//exonuclease Rex3 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1023), miscRNA
2541281 NM_001021108.265.57 63.62 27.24 SPBC902.04 GO:0005634//nucleus;GO:0016604//nuclear body;GO:1990477//NURS complex;GO:0000790//nuclear chromatinGO:0046872//metal ion binding;GO:0003723//RNA bindingGO:1902802//regulation of heterochromatin domain assembly;GO:0006397//mRNA processingK13192//RNA-binding protein 26;K03234//elongation factor 2NP_595202.1//RNA-binding protein [Schizosaccharomyces pombe 972h-]RNA-binding protein (SPBC902.04), mRNA
2541035 NM_001022008.277.59 78.77 45.3 SPBC3E7.05cGO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0044284//mitochondrial crista junction;GO:0061617//MICOS complexNA GO:0042407//cristae formationK17785//mitofilinNP_596092.1//crista junction-formation protein [Schizosaccharomyces pombe 972h-]crista junction-formation protein (SPBC3E7.05c), mRNA
2543570 NM_001019316.276.25 77.87 43.8 bet3 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:1990072//TRAPPIII protein complex;GO:0033106//cis-Golgi network membrane;GO:0030008//TRAPP complex;GO:0005801//cis-Golgi network;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:1990071//TRAPPII protein complex;GO:1990070//TRAPPI protein complexGO:0017112//Rab guanyl-nucleotide exchange factor activityGO:0006886//intracellular protein transport;GO:0065009//regulation of molecular function;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0016236//macroautophagyK20302//trafficking protein particle complex subunit 3NP_593886.1//TRAPP complex subunit Bet3 (predicted) [Schizosaccharomyces pombe 972h-]putative TRAPP complex subunit Bet3 (bet3), mRNA
2542468 NM_001018421.275.76 75.17 66.56 rtf2 GO:0005634//nucleusNA GO:0071171//site-specific DNA replication termination at RTS1 barrier;GO:1902979//mitotic DNA replication terminationNA NP_593022.1//replication termination factor Rtf2 [Schizosaccharomyces pombe 972h-]replication termination factor Rtf2 (rtf2), mRNA
2540466 NM_001022018.2 67 62.44 27.72 lac1 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0016746//transferase activity, transferring acyl groups;GO:0050291//sphingosine N-acyltransferase activityGO:0007009//plasma membrane organization;GO:0051321//meiotic cell cycle;GO:0046513//ceramide biosynthetic processK04709 NP_596102.1//sphingosine N-acyltransferase Lac1 [Schizosaccharomyces pombe 972h-]sphingosine N-acyltransferase Lac1 (lac1), mRNA
2540893 NM_001023818.268.54 63.96 33.8 get1 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0043529//GET complex;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0022627//cytosolic small ribosomal subunitGO:0016279//protein-lysine N-methyltransferase activity;GO:0003735//structural constituent of ribosome;GO:0004519//endonuclease activityGO:0018026//peptidyl-lysine monomethylation;GO:0006810//transport;GO:0042254//ribosome biogenesis;GO:0018023//peptidyl-lysine trimethylation;GO:0002181//cytoplasmic translation;GO:0071816//tail-anchored membrane protein insertion into ER membrane;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0045048//protein insertion into ER membraneNA NP_596798.1//GET complex subunit Get1 (predicted) [Schizosaccharomyces pombe 972h-]putative GET complex subunit Get1 (get1), mRNA
2542620 NM_001020308.264.5 65.29 51.03 SPAC29A4.03cGO:0005840//ribosome;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0032543//mitochondrial translation;GO:0006412//translationK02996//small subunit ribosomal protein S9NP_594879.2//mitochondrial ribosomal protein subunit Mrps9 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit Mrps9 (SPAC29A4.03c), partial mRNA
2542077 NM_001020048.272.04 75.15 29.44 tpr1 GO:0005634//nucleus;GO:0016593//Cdc73/Paf1 complexGO:0000993//RNA polymerase II core bindingGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006813//potassium ion transport;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0006355//regulation of transcription, DNA-templated;GO:0051569//regulation of histone H3-K4 methylation;GO:0016570//histone modificationK15176//RNA polymerase-associated protein CTR9NP_594620.1//RNA polymerase II associated Paf1 complex subunit Tpr1 [Schizosaccharomyces pombe 972h-]RNA polymerase II-associated Paf1 complex subunit Tpr1 (tpr1), mRNA
2541020 NM_001021134.273.77 67.34 28.9 SPBC354.04 GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_595228.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC354.04), mRNA
2541366 NM_001022105.272.91 100.47 129.69 SPBP4H10.12GO:0005634//nucleus;GO:0005829//cytosol;GO:0072380//TRC complex;GO:0005737//cytoplasmNA GO:0045047//protein targeting to ER;GO:0006620//posttranslational protein targeting to endoplasmic reticulum membraneNA NP_596186.2//conserved protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBP4H10.12), partial mRNA
2540239 NM_001021511.265.44 65.04 28.37 cdk9 GO:0005634//nucleus;GO:0000307//cyclin-dependent protein kinase holoenzyme complex;GO:0070693//P-TEFb-cap methyltransferase complex;GO:0000790//nuclear chromatin;GO:0008024//cyclin/CDK positive transcription elongation factor complexGO:0008353//RNA polymerase II carboxy-terminal domain kinase activity;GO:0004674//protein serine/threonine kinase activity;GO:0004693//cyclin-dependent protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0071620//phosphorylation of RNA polymerase II C-terminal domain serine 5 residues;GO:1903655//phosphorylation of RNA polymerase II C-terminal domain serine 2 residues involved in positive regulation of transcription elongation from RNA polymerase II promoter;GO:0006468//protein phosphorylation;GO:0006351//transcription, DNA-templatedK15562 NP_595616.1//P-TEFb-associated cyclin-dependent protein kinase Cdk9 [Schizosaccharomyces pombe 972h-]P-TEFb-associated cyclin-dependent protein kinase Cdk9 (cdk9), mRNA
2542492 NM_001019184.263.42 65.02 66.81 sck1 GO:0005829//cytosol;GO:0005622//intracellularGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0018105//peptidyl-serine phosphorylation;GO:0038202//TORC1 signaling;GO:0035556//intracellular signal transduction;GO:0031138//negative regulation of conjugation with cellular fusion;GO:0110034//negative regulation of adenylate cyclase-activating glucose-activated G-protein coupled receptor signaling pathwayK19800 NP_593754.1//serine/threonine protein kinase Sck1 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Sck1 (sck1), mRNA
2542845 NM_001018876.249.01 46.1 37 SPAC824.04 GO:0048188//Set1C/COMPASS complex;GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:1990567//DPS complexGO:0003682//chromatin bindingGO:1905213//negative regulation of mitotic chromosome condensation;GO:0080182//histone H3-K4 trimethylation;GO:0006379//mRNA cleavage;GO:0006378//mRNA polyadenylationK14962//COMPASS component SWD2NP_593443.1//WD repeat protein (predicted) [Schizosaccharomyces pombe 972h-]putative WD repeat protein (SPAC824.04), mRNA
2540488 NM_001022517.277.36 74.01 35.57 SPBC21C3.17cGO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneNA NA NA NP_596597.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC21C3.17c), mRNA
2541018 NM_001022591.259.17 62.67 20.4 ctf1 GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005829//cytosolGO:0003723//RNA binding;GO:0003729//mRNA bindingGO:0098789//pre-mRNA cleavage required for polyadenylation;GO:0031124//mRNA 3'-end processing;GO:0006378//mRNA polyadenylationK14407//cleavage stimulation factor subunit 2NP_596669.1//mRNA cleavage and polyadenylation specificity factor complex subunit Ctf1 [Schizosaccharomyces pombe 972h-]cleavage and polyadenylation specificity factor complex subunit Ctf1 (ctf1), mRNA
2540327 NM_001022490.276.38 70.29 34.57 lsb5 GO:0030479//actin cortical patch;GO:0044732//mitotic spindle pole body;GO:0005938//cell cortexNA GO:0006886//intracellular protein transport;GO:0007015//actin filament organization;GO:0006897//endocytosisK20524 NP_596569.1//cortical component Lsb5 (predicted) [Schizosaccharomyces pombe 972h-]putative protein lsb5 (lsb5), mRNA
2539353 NM_001022894.272.59 72.81 39.27 taf5 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0046695//SLIK (SAGA-like) complex;GO:0005669//transcription factor TFIID complexGO:0043130//ubiquitin binding;GO:0032947//protein complex scaffold activity;GO:0042802//identical protein binding;GO:0003682//chromatin bindingGO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016573//histone acetylation;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0006366//transcription from RNA polymerase II promoterK03130//transcription initiation factor TFIID subunit 5NP_587902.1//transcription initiation factor TFIID subunit 5 [Schizosaccharomyces pombe 972h-]transcription initiation factor TFIID subunit 5 (taf5), mRNA
2543513 NM_001018557.277.75 80.39 38.66 spn2 GO:0016020//membrane;GO:0005634//nucleus;GO:0032151//mitotic septin complex;GO:0036391//medial cortex septin ring;GO:0005829//cytosolGO:0008289//lipid binding;GO:0005525//GTP bindingGO:0000281//mitotic cytokinesis;GO:0070583//spore membrane bending pathway;GO:0000921//septin ring assemblyK16938//septin 3/9/12NP_593159.1//septin Spn2 [Schizosaccharomyces pombe 972h-]septin Spn2 (spn2), mRNA
2541430 NM_001019452.273.37 71.74 56.13 mvd1 GO:0005634//nucleus;GO:0005829//cytosolGO:0005524//ATP binding;GO:0004163//diphosphomevalonate decarboxylase activityGO:0008299//isoprenoid biosynthetic process;GO:0016126//sterol biosynthetic process;GO:0019287//isopentenyl diphosphate biosynthetic process, mevalonate pathway;GO:0006696//ergosterol biosynthetic processK01597//diphosphomevalonate decarboxylase [EC:4.1.1.33]NP_594027.1//diphosphomevalonate decarboxylase (predicted) [Schizosaccharomyces pombe 972h-]putative diphosphomevalonate decarboxylase (mvd1), mRNA
2539207 NM_001023328.263.9 61.63 25.29 cgs2 GO:0005634//nucleus;GO:0005829//cytosolGO:0004115//3',5'-cyclic-AMP phosphodiesterase activity;GO:0047555//3',5'-cyclic-GMP phosphodiesterase activityGO:0006198//cAMP catabolic process;GO:0046069//cGMP catabolic process;GO:1903694//positive regulation of mitotic G1 cell cycle arrest in response to nitrogen starvation;GO:0110034//negative regulation of adenylate cyclase-activating glucose-activated G-protein coupled receptor signaling pathwayK01120 NP_588337.1//cAMP-specific phosphodiesterase Cgs2 [Schizosaccharomyces pombe 972h-]cAMP-specific phosphodiesterase Cgs2 (cgs2), mRNA
2540467 NM_001022355.278.37 72.73 36.55 mug178 GO:0005840//ribosome;GO:0005763//mitochondrial small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0051321//meiotic cell cycle;GO:0070124//mitochondrial translational initiationNA NP_596436.1//mitochondrial ribosomal protein subunit L51-b (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L51-b (mug178), mRNA
2538764 NM_001023397.271.64 74.15 54.98 SPCC1906.02cGO:0005634//nucleus;GO:0099053//activating signal cointegrator 1 complex;GO:0005829//cytosolGO:0043130//ubiquitin bindingGO:0006355//regulation of transcription, DNA-templatedK18667//activating signal cointegrator complex subunit 2NP_588406.1//CUE domain protein Cue3 (predicted) [Schizosaccharomyces pombe 972h-]putative CUE domain-containing protein Cue3 (SPCC1906.02c), mRNA
2543143 NM_001018952.265.57 64.98 48.41 cwp1 GO:0005634//nucleus;GO:0005965//protein farnesyltransferase complex;GO:0005953//CAAX-protein geranylgeranyltransferase complexGO:0004662//CAAX-protein geranylgeranyltransferase activity;GO:0004660//protein farnesyltransferase activity;GO:0008318//protein prenyltransferase activity;GO:0004663//Rab geranylgeranyltransferase activityGO:0018342//protein prenylation;GO:0072659//protein localization to plasma membrane;GO:0018344//protein geranylgeranylation;GO:0018343//protein farnesylationK05955//protein farnesyltransferase/geranylgeranyltransferase type-1 subunit alpha [EC:2.5.1.58 2.5.1.59]NP_593518.1//geranylgeranyltransferase I alpha subunit Cwp1 [Schizosaccharomyces pombe 972h-]geranylgeranyltransferase type 1 alpha subunit Cwp1 (cwp1), mRNA
2539027 NM_001023126.2111.96 94.93 90.79 srk1 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasm;GO:0042764//ascospore-type prosporeGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004683//calmodulin-dependent protein kinase activity;GO:0005516//calmodulin bindingGO:0018107//peptidyl-threonine phosphorylation;GO:0071470//cellular response to osmotic stress;GO:0018105//peptidyl-serine phosphorylation;GO:0051321//meiotic cell cycle;GO:0034599//cellular response to oxidative stress;GO:0010972//negative regulation of G2/M transition of mitotic cell cycle;GO:0032092//positive regulation of protein bindingK06641//serine/threonine-protein kinase Chk2 [EC:2.7.11.1];K08286NP_588136.1//MAPK-activated protein kinase Srk1 [Schizosaccharomyces pombe 972h-]MAPK-activated protein kinase Srk1 (srk1), mRNA
2539516 NM_001022842.276.58 76.34 49.9 SPCC970.06 GO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0097020//COPII adaptor activityGO:0006888//ER to Golgi vesicle-mediated transportK20369//ER-derived vesicles proteinNP_587849.1//cargo receptor for soluble proteins (predicted) [Schizosaccharomyces pombe 972h-]putative cargo receptor protein (SPCC970.06), mRNA
3361432 NM_001356139.168.58 76.79 89.23 imt1 GO:0032588//trans-Golgi network membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0033106//cis-Golgi network membraneGO:0016757//transferase activity, transferring glycosyl groups;GO:0000030//mannosyltransferase activity;GO:0005537//mannose bindingGO:0051999//mannosyl-inositol phosphorylceramide biosynthetic processK05528 XP_001713095.1//mannosyltransferase Imt1 [Schizosaccharomyces pombe 972h-]mannosyltransferase Imt1 (imt1), partial mRNA
2542231 NM_001019858.263.26 61.8 43.07 its3 GO:0005634//nucleus;GO:0000935//division septum;GO:0005886//plasma membraneGO:0005524//ATP binding;GO:0016308//1-phosphatidylinositol-4-phosphate 5-kinase activityGO:0046488//phosphatidylinositol metabolic process;GO:0051301//cell division;GO:0007049//cell cycleK00889//1-phosphatidylinositol-4-phosphate 5-kinase [EC:2.7.1.68]NP_594429.1//1-phosphatidylinositol-4-phosphate 5-kinase Its3 [Schizosaccharomyces pombe 972h-]1-phosphatidylinositol-4-phosphate 5-kinase Its3 (its3), mRNA
2542037 NM_001019876.270.18 68.18 50.32 mrp51 GO:0005840//ribosome;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0070124//mitochondrial translational initiationNA NP_594447.2//mitochondrial ribosomal protein subunit L51-b (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L51-b (mrp51), mRNA
2541490 NM_001018846.273.38 72.35 47.36 SPAP27G11.09cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003935//GTP cyclohydrolase II activity;GO:0019238//cyclohydrolase activity;GO:0005525//GTP bindingGO:0009231//riboflavin biosynthetic processK01497//GTP cyclohydrolase II [EC:3.5.4.25]NP_593413.1//GTP cyclohydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative GTP cyclohydrolase (SPAP27G11.09c), mRNA

14217588 NM_001356254.171.09 67.3 40.34 new16 GO:0005634//nucleus;GO:0005758//mitochondrial intermembrane space;GO:0005739//mitochondrionNA GO:0033617//mitochondrial respiratory chain complex IV assemblyK18179//cytochrome c oxidase assembly factor 6XP_004001717.1//cytochrome c oxidase subunit VIb related protein (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c oxidase subunit VIb related protein (new16), partial mRNA
2539279 NM_001022913.281.85 77.8 73.77 naa20 GO:0031416//NatB complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004596//peptide alpha-N-acetyltransferase activityGO:0000001//mitochondrion inheritance;GO:0017196//N-terminal peptidyl-methionine acetylation;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0051604//protein maturation;GO:0032956//regulation of actin cytoskeleton organizationK17972//N-terminal acetyltransferase B complex catalytic subunit [EC:2.3.1.254]NP_587922.1//NatB N-acetyltransferase complex catalytic subunit Naa20 (predicted) [Schizosaccharomyces pombe 972h-]putative NatB N-acetyltransferase complex catalytic subunit Naa20 (naa20), mRNA
2543076 NM_001020088.272.83 70.58 24.44 SPAC30C2.07GO:0009986//cell surface;GO:0005829//cytosolNA NA NA NP_594659.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC30C2.07), mRNA
2538790 NM_001023072.254.87 49.46 46 ipk1 GO:0005634//nucleus;GO:0005829//cytosolGO:0035299//inositol pentakisphosphate 2-kinase activity;GO:0005524//ATP bindingGO:0052746//inositol phosphorylation;GO:0032958//inositol phosphate biosynthetic processK19786 NP_588080.1//inositol 1,3,4,5,6-pentakisphosphate (IP5) kinase [Schizosaccharomyces pombe 972h-]inositol 1,3,4,5,6-pentakisphosphate (IP5) kinase (ipk1), partial mRNA
2538708 NM_001355873.170.15 65.4 40.92 SPCC594.01 NA NA NA K08286 NP_587787.2//DUF1769 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC594.01), mRNA
2542186 NM_001020020.275.55 69.29 38.91 SPAC17C9.14GO:0005829//cytosol;GO:0005777//peroxisome;GO:0005778//peroxisomal membraneGO:0033328//peroxisome membrane targeting sequence bindingGO:0007031//peroxisome organization;GO:0006625//protein targeting to peroxisomeK13337//peroxin-19NP_594592.1//Pex19 protein (predicted) [Schizosaccharomyces pombe 972h-]putative protein Pex19 (SPAC17C9.14), mRNA
2540967 NM_001356261.179.38 82.13 38.57 SPBC36B7.08cGO:0005634//nucleusGO:0042393//histone bindingGO:0006334//nucleosome assembly;GO:1905783//CENP-A containing nucleosome disassemblyK08499;K19898XP_013022735.1//nucleosome assembly protein [Schizosaccharomyces cryophilus OY26]putative nucleosome assembly protein (SPBC36B7.08c), mRNA
2543059 NM_001019987.253.11 51.21 21.82 abc4 GO:0000329//fungal-type vacuole membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneGO:0005524//ATP binding;GO:0042626//ATPase activity, coupled to transmembrane movement of substances;GO:0008559//xenobiotic transmembrane transporting ATPase activityGO:0036246//phytochelatin 2 import into vacuole;GO:0071996//glutathione transmembrane import into vacuole;GO:0009636//response to toxic substanceK05665//ATP-binding cassette, subfamily C (CFTR/MRP), member 1;K05658//ATP-binding cassette, subfamily B (MDR/TAP), member 1 [EC:3.6.3.44]NP_594558.1//glutathione S-conjugate-exporting ATPase Abc4 [Schizosaccharomyces pombe 972h-]glutathione S-conjugate-exporting ATPase Abc4 (abc4), mRNA
2541446 NM_001018498.276.87 77.61 43.42 rpb2 GO:0005665//DNA-directed RNA polymerase II, core complex;GO:0010494//cytoplasmic stress granule;GO:0005829//cytosol;GO:0031618//nuclear pericentric heterochromatinGO:0003723//RNA binding;GO:0032549//ribonucleoside binding;GO:0003677//DNA binding;GO:0001055//RNA polymerase II activity;GO:0003968//RNA-directed 5'-3' RNA polymerase activityGO:0031048//chromatin silencing by small RNAK03010//DNA-directed RNA polymerase II subunit RPB2 [EC:2.7.7.6]XP_013021657.1//RNA polymerase II complex subunit Rpb2 [Schizosaccharomyces cryophilus OY26]RNA polymerase II complex subunit Rpb2 (rpb2), mRNA
2539884 NM_001021783.277.45 78.39 76.82 SPBC1711.04GO:0005634//nucleus;GO:0005829//cytosolGO:0004488//methylenetetrahydrofolate dehydrogenase (NADP+) activity;GO:0004487//methylenetetrahydrofolate dehydrogenase (NAD+) activityGO:0006164//purine nucleotide biosynthetic process;GO:0009113//purine nucleobase biosynthetic process;GO:0006730//one-carbon metabolic process;GO:0046656//folic acid biosynthetic process;GO:0035999//tetrahydrofolate interconversion;GO:0009396//folic acid-containing compound biosynthetic processK00295//methylenetetrahydrofolate dehydrogenase (NAD+) [EC:1.5.1.15]NP_595877.1//methylenetetrahydrofolate reductase (predicted) [Schizosaccharomyces pombe 972h-]putative methylenetetrahydrofolate reductase (SPBC1711.04), mRNA
2541661 NM_001019533.277.63 67.28 5.72 ace2 GO:0005634//nucleusGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046872//metal ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003676//nucleic acid bindingGO:0006357//regulation of transcription from RNA polymerase II promoterK09238;K09202NP_594109.1//transcription factor Ace2 [Schizosaccharomyces pombe 972h-]transcription factor Ace2 (ace2), mRNA
2540792 NM_001022023.265.49 62.53 68.28 kin1 GO:0005634//nucleus;GO:0051286//cell tip;GO:0015630//microtubule cytoskeleton;GO:0035841//new growing cell tip;GO:1990873//intrinsic component of plasma membrane of cell tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0032178//medial membrane band;GO:0035839//non-growing cell tip;GO:0035842//old cell tip after activation of bipolar cell growthGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0007009//plasma membrane organization;GO:0006468//protein phosphorylation;GO:1902408//mitotic cytokinesis, site selection;GO:0035556//intracellular signal transduction;GO:0030950//establishment or maintenance of actin cytoskeleton polarity;GO:0051523//cell growth mode switching, monopolar to bipolarK19852//serine/threonine protein kinase KIN1/2 [EC:2.7.11.1]NP_596106.1//microtubule affinity-regulating kinase Kin1 [Schizosaccharomyces pombe 972h-]microtubule affinity-regulating kinase Kin1 (kin1), mRNA
2541463 NM_001019802.277.66 69 38.12 SPAC2F3.02 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0031207//Sec62/Sec63 complex;GO:0005829//cytosol;GO:0005789//endoplasmic reticulum membrane;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA bindingGO:0006620//posttranslational protein targeting to endoplasmic reticulum membrane;GO:0006360//transcription from RNA polymerase I promoter;GO:0006351//transcription, DNA-templatedK12274;K03005//DNA-directed RNA polymerase I subunit RPA49NP_594382.1//DNA-directed RNA polymerase I complex subunit Rpa49 (predicted) [Schizosaccharomyces pombe 972h-]putative translocation subcomplex subunit Sec72 (SPAC2F3.02), mRNA
5802917 NM_001356121.161.72 62.01 34.3 SPAC17A2.14GO:0016020//membrane;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0015095//magnesium ion transmembrane transporter activityGO:0015693//magnesium ion transportK16073//magnesium transporterXP_001713086.1//CorA family magnesium ion transporter [Schizosaccharomyces pombe 972h-]CorA family magnesium ion transporter (SPAC17A2.14), mRNA
2542761 NM_001018715.270.34 76.23 58.84 spg1 GO:0044732//mitotic spindle pole bodyGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0010973//positive regulation of division septum assembly;GO:0031028//septation initiation signaling;GO:0034613//cellular protein localizationK06682 NP_593285.1//GTPase Spg1 [Schizosaccharomyces pombe 972h-]GTPase Spg1 (spg1), mRNA
2539183 NM_001023302.239.3 48.04 26.21 SPCC1450.13cGO:0005634//nucleus;GO:0005829//cytosolGO:0004746//riboflavin synthase activityGO:0009231//riboflavin biosynthetic processK00793 NP_588312.1//riboflavin synthase [Schizosaccharomyces pombe 972h-]riboflavin synthase (SPCC1450.13c), mRNA
2541479 NM_001019964.282.38 66.52 92.94 SPAC27F1.06cGO:0005730//nucleolus;GO:0005737//cytoplasmGO:0003755//peptidyl-prolyl cis-trans isomerase activity;GO:0005528//FK506 bindingGO:0000412//histone peptidyl-prolyl isomerization;GO:0006334//nucleosome assembly;GO:0061077//chaperone-mediated protein foldingK14826//FK506-binding nuclear protein [EC:5.2.1.8]NP_594535.1//FKBP-type peptidyl-prolyl cis-trans isomerase (predicted) [Schizosaccharomyces pombe 972h-]putative FKBP-type peptidyl-prolyl cis-trans isomerase (SPAC27F1.06c), mRNA
2542442 NM_001018897.249.93 70.45 151.9 cmk1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellularGO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0004683//calmodulin-dependent protein kinase activity;GO:0005516//calmodulin bindingGO:0018107//peptidyl-threonine phosphorylation;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0010621//negative regulation of transcription by transcription factor localization;GO:0018105//peptidyl-serine phosphorylation;GO:0034599//cellular response to oxidative stress;GO:0097720//calcineurin-mediated signaling;GO:0010972//negative regulation of G2/M transition of mitotic cell cycleK08794//calcium/calmodulin-dependent protein kinase I [EC:2.7.11.17]NP_593464.1//calcium/calmodulin-dependent protein kinase Cmk1 [Schizosaccharomyces pombe 972h-]calcium/calmodulin-dependent protein kinase Cmk1 (cmk1), mRNA
2539607 NM_001021622.268.39 70.87 26.92 sme1 GO:0005685//U1 snRNP;GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0005687//U4 snRNP;GO:0046540//U4/U6 x U5 tri-snRNP complex;GO:0071004//U2-type prespliceosome;GO:0005829//cytosol;GO:0005682//U5 snRNP;GO:0005736//DNA-directed RNA polymerase I complex;GO:0071014//post-mRNA release spliceosomal complex;GO:0071011//precatalytic spliceosomeGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003723//RNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0000395//mRNA 5'-splice site recognition;GO:0006360//transcription from RNA polymerase I promoter;GO:0045292//mRNA cis splicing, via spliceosome;GO:0000387//spliceosomal snRNP assemblyK11097//small nuclear ribonucleoprotein ENP_595723.1//DNA-directed RNA polymerase I complex subunit Rpa34 (predicted) [Schizosaccharomyces pombe 972h-]Sm snRNP core protein Sme1 (sme1), mRNA
2540268 NM_001021014.297.2 80.16 209.57 brx1 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0030687//preribosome, large subunit precursor;GO:0032153//cell division siteGO:0003723//RNA binding;GO:0042134//rRNA primary transcript binding;GO:0008097//5S rRNA bindingGO:0042254//ribosome biogenesis;GO:0000027//ribosomal large subunit assembly;GO:0006364//rRNA processingK14820//ribosome biogenesis protein BRX1NP_595107.1//ribosome biogenesis protein brx1 [Schizosaccharomyces pombe 972h-]ribosome biogenesis protein brx1 (brx1), mRNA
3361356 NM_001022642.268.71 60.61 36.16 mrpl44 GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK17434//large subunit ribosomal protein L53NP_001018846.1//mitochondrial ribosomal protein subunit l44 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit l44 (mrpl44), partial mRNA
2540859 NM_001022217.265.46 70.83 43.61 SPBC4C3.09 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0008375//acetylglucosaminyltransferase activity;GO:0016757//transferase activity, transferring glycosyl groups;GO:0016740//transferase activityGO:0006487//protein N-linked glycosylationK00750//glycogenin [EC:2.4.1.186]NP_596296.1//acetylglucosaminyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative acetylglucosaminyltransferase (SPBC4C3.09), mRNA
2543664 NM_001019263.271.18 70.43 39.54 SPAC823.07 GO:0005783//endoplasmic reticulum;GO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0006506//GPI anchor biosynthetic process;GO:0030026//cellular manganese ion homeostasisNA NP_593834.1//GPI-phospholipase A2 activity regulator (predicted) [Schizosaccharomyces pombe 972h-]putative GPI-phospholipase A2 activity regulator (SPAC823.07), partial mRNA
2542123 NM_001019110.278.11 75.17 17.33 mal3 GO:0061673//mitotic spindle astral microtubule;GO:0005634//nucleus;GO:0055028//cortical microtubule;GO:0044732//mitotic spindle pole body;GO:0015630//microtubule cytoskeleton;GO:0005881//cytoplasmic microtubule;GO:1990023//mitotic spindle midzone;GO:0051285//cell cortex of cell tip;GO:0000235//astral microtubuleGO:0001671//ATPase activator activity;GO:0051010//microtubule plus-end binding;GO:0008017//microtubule binding;GO:0008093//cytoskeletal adaptor activityGO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:1990735//gamma-tubulin complex localization to mitotic spindle pole body;GO:0061171//establishment of bipolar cell polarity;GO:0090307//mitotic spindle assembly;GO:0031110//regulation of microtubule polymerization or depolymerization;GO:0051301//cell division;GO:1904825//protein localization to microtubule plus-end;GO:0034613//cellular protein localization;GO:0000742//karyogamy involved in conjugation with cellular fusion;GO:0035372//protein localization to microtubule;GO:0000743//nuclear migration involved in conjugation with cellular fusionK10436//microtubule-associated protein, RP/EB familyNP_593678.1//EB1 family Mal3 [Schizosaccharomyces pombe 972h-]EB1 family Mal3 (mal3), mRNA
2539631 NM_001023785.253.02 52.18 26.21 SPBC16G5.16GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0061414//positive regulation of transcription from RNA polymerase II promoter by a nonfermentable carbon sourceK01684;K09241NP_596765.1//transcription factor, zf-fungal binuclear cluster type (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPBC16G5.16), mRNA
2540956 NM_001021366.262.15 63.99 60.25 uch2 GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0031595//nuclear proteasome complex;GO:0005737//cytoplasmGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0019784//NEDD8-specific protease activityGO:0071629//cytoplasm protein quality control by the ubiquitin-proteasome system;GO:0000338//protein deneddylation;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitinationK05610//ubiquitin carboxyl-terminal hydrolase L5 [EC:3.4.19.12]NP_595456.1//ubiquitin C-terminal hydrolase Uch2 [Schizosaccharomyces pombe 972h-]ubiquitin hydrolase Uch2 (uch2), mRNA
2540623 NM_001022565.269.81 72.54 40.35 sec9 GO:0031201//SNARE complex;GO:0005886//plasma membrane;GO:0005628//prospore membraneGO:0005484//SNAP receptor activity;GO:0019905//syntaxin bindingGO:0006886//intracellular protein transport;GO:0006906//vesicle fusion;GO:0031321//ascospore-type prospore assembly;GO:0030437//ascospore formation;GO:0099097//prospore membrane biogenesis;GO:0006893//Golgi to plasma membrane transport;GO:0006887//exocytosisK19950 NP_596643.1//protein transport protein [Schizosaccharomyces pombe 972h-]protein transport protein (sec9), mRNA
2539294 NM_001023458.364.4 66.5 52.44 tfg1 GO:0005634//nucleus;GO:0005674//transcription factor TFIIF complex;GO:0005829//cytosolGO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0003677//DNA bindingGO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0006367//transcription initiation from RNA polymerase II promoterK03138//transcription initiation factor TFIIF subunit alphaO94416.2//RecName: Full=Transcription initiation factor IIF subunit alpha; Short=TFIIF-alpha; AltName: Full=TFIIF large subunitputative transcription factor TFIIF complex alpha subunit Tfg1 (tfg1), mRNA
2540913 NM_001022634.265.21 60.11 51.72 SPBC56F2.08cGO:0005737//cytoplasmGO:0003723//RNA binding;GO:0003729//mRNA bindingGO:0000288//nuclear-transcribed mRNA catabolic process, deadenylation-dependent decayK17974 NP_596709.1//RNA-binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein (SPBC56F2.08c), mRNA
2542392 NM_001020329.277.92 74.56 23.15 SPAC19D5.02cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005777//peroxisome;GO:0005789//endoplasmic reticulum membrane;GO:0005778//peroxisomal membraneNA GO:0006625//protein targeting to peroxisomeNA NP_594900.1//peroxisomal membrane protein Pex22 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Pex22 (SPAC19D5.02c), mRNA
2540991 NM_001021673.274.1 81.93 46.35 SPBC3H7.03cGO:0009353//mitochondrial oxoglutarate dehydrogenase complex;GO:0042645//mitochondrial nucleoid;GO:0005739//mitochondrionGO:0004591//oxoglutarate dehydrogenase (succinyl-transferring) activity;GO:0030976//thiamine pyrophosphate bindingGO:0006099//tricarboxylic acid cycleK00164//2-oxoglutarate dehydrogenase E1 component [EC:1.2.4.2]XP_013021840.1//2-oxoglutarate dehydrogenase [Schizosaccharomyces cryophilus OY26]alpha-ketoglutarate dehydrogenase (SPBC3H7.03c), mRNA
2540787 NM_001021908.253.06 52.11 22.13 sgf29 GO:0000124//SAGA complex;GO:0005885//Arp2/3 protein complex;GO:0005634//nucleus;GO:0005671//Ada2/Gcn5/Ada3 transcription activator complex;GO:0005829//cytosolGO:0005524//ATP binding;GO:0035064//methylated histone binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0034314//Arp2/3 complex-mediated actin nucleation;GO:0006338//chromatin remodeling;GO:0034629//cellular protein complex localization;GO:0016573//histone acetylation;GO:0070868//heterochromatin organization involved in chromatin silencing;GO:0006366//transcription from RNA polymerase II promoter;GO:0044154//histone H3-K14 acetylation;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0043971//histone H3-K18 acetylation;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0043970//histone H3-K9 acetylationK11364//SAGA-associated factor 29NP_596000.2//SAGA complex subunit Sgf29 [Schizosaccharomyces pombe 972h-]SAGA complex subunit Sgf29 (sgf29), mRNA
2539386 NM_001022917.367.97 66.93 41.58 SPCC16C4.16cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005846//nuclear cap binding complexGO:0003729//mRNA binding;GO:0000340//RNA 7-methylguanosine cap bindingGO:0000184//nuclear-transcribed mRNA catabolic process, nonsense-mediated decayNA NP_587926.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC16C4.16c), mRNA
2543247 NM_001018307.373.68 78.54 67.86 vps55 GO:0010008//endosome membrane;GO:0005768//endosome;GO:0000329//fungal-type vacuole membrane;GO:0005770//late endosome;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0034424//Vps55/Vps68 complex;GO:0000139//Golgi membraneNA GO:2000009//negative regulation of protein localization to cell surface;GO:0032511//late endosome to vacuole transport via multivesicular body sorting pathway;GO:0006886//intracellular protein transport;GO:0045324//late endosome to vacuole transportNA NP_592907.2//vacuolar sorting protein Vps55 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Vps55 (vps55), mRNA
3361397 NM_001356011.163.26 70.55 30.05 sgf11 GO:0000124//SAGA complex;GO:0005634//nucleusGO:0046872//metal ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0016578//histone deubiquitination;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylationK11363//SAGA-associated factor 11NP_001018231.1//SAGA complex subunit Sgf11 [Schizosaccharomyces pombe 972h-]SAGA complex subunit Sgf11 (sgf11), mRNA
2540407 NM_001022359.270.36 71.14 30.9 SPBC2G2.11GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004379//glycylpeptide N-tetradecanoyltransferase activityGO:0018008//N-terminal peptidyl-glycine N-myristoylation;GO:0001302//replicative cell aging;GO:0006499//N-terminal protein myristoylation;GO:0001676//long-chain fatty acid metabolic processK00671//glycylpeptide N-tetradecanoyltransferase [EC:2.3.1.97]NP_596440.1//N-myristoyltransferase 1 (predicted) [Schizosaccharomyces pombe 972h-]putative N-myristoyltransferase 1 (SPBC2G2.11), mRNA
2541381 NM_001021187.366.61 69.95 32.5 SPBPJ4664.05GO:0012505//endomembrane system;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_595280.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBPJ4664.05), mRNA
2541036 NM_001021671.246.21 76.11 124.33 SPBC3H7.05cGO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneGO:0008374//O-acyltransferase activityGO:0006629//lipid metabolic processNA NP_595770.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC3H7.05c), mRNA
2542229 NM_001020221.280.11 75.65 47.1 SPAC1B3.09cGO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005730//nucleolus;GO:0030691//Noc2p-Noc3p complex;GO:0030690//Noc1p-Noc2p complexNA GO:0042254//ribosome biogenesis;GO:0042273//ribosomal large subunit biogenesisK14833//nucleolar complex protein 2NP_594793.1//Noc2p-Noc3p complex subunit Noc2 family (predicted) [Schizosaccharomyces pombe 972h-]putative Noc2-Noc3 complex subunit (SPAC1B3.09c), partial mRNA
2541079 NM_001023817.269.36 71.24 23.91 yta12 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005745//m-AAA complexGO:0008237//metallopeptidase activity;GO:0004222//metalloendopeptidase activity;GO:0005524//ATP binding;GO:0008270//zinc ion binding;GO:0016887//ATPase activityGO:0006508//proteolysis;GO:0006465//signal peptide processingK08956//AFG3 family protein [EC:3.4.24.-]NP_596797.1//mitochondrial m-AAA protease Yta12 (predicted) [Schizosaccharomyces pombe 972h-]putative m-AAA protease Yta12 (yta12), mRNA
2543421 NM_001019499.256.7 52.45 18.34 sak1 GO:0005634//nucleus;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0045944//positive regulation of transcription from RNA polymerase II promoterK09175 NP_594086.1//transcriptional repressor Sak1 [Schizosaccharomyces pombe 972h-]transcriptional repressor Sak1 (sak1), mRNA
3361544 NM_001356016.167.66 74.67 33.25 SPAC5D6.13 GO:0005634//nucleus;GO:0032580//Golgi cisterna membrane;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0031985//Golgi cisterna;GO:0005802//trans-Golgi networkGO:0070273//phosphatidylinositol-4-phosphate bindingGO:0048194//Golgi vesicle budding;GO:0043001//Golgi to plasma membrane protein transport;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0007030//Golgi organization;GO:0030968//endoplasmic reticulum unfolded protein responseK15620//golgi phosphoprotein 3XP_001713053.1//Golgi phosphoprotein 3 family (predicted) [Schizosaccharomyces pombe 972h-]putative golgi phosphoprotein 3 (SPAC5D6.13), mRNA
2541925 NM_001018796.266.98 74.75 40.22 11-Sep GO:0070847//core mediator complex;GO:0005634//nucleus;GO:0016592//mediator complex;GO:0005829//cytosolGO:0001104//RNA polymerase II transcription cofactor activity;GO:0030295//protein kinase activator activityGO:0032147//activation of protein kinase activity;GO:0006369//termination of RNA polymerase II transcriptionNA NP_593364.1//mediator complex subunit Pmc6 [Schizosaccharomyces pombe 972h-]mediator complex subunit Pmc6 (sep11), mRNA
2540056 NM_001022471.278.45 76.69 68.42 nam9 GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrion;GO:0015935//small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0032543//mitochondrial translation;GO:0006412//translation;GO:0045903//positive regulation of translational fidelityNA NP_596550.1//mitochondrial ribosomal protein subunit S4 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S4 (nam9), mRNA
2539747 NM_001022168.283.53 72.67 25.8 SPBC15D4.09cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003824//catalytic activity;GO:0030170//pyridoxal phosphate binding;GO:0003962//cystathionine gamma-synthase activityGO:0019281//L-methionine biosynthetic process from homoserine via O-succinyl-L-homoserine and cystathionine;GO:0019346//transsulfuration;GO:0006534//cysteine metabolic process;GO:0009086//methionine biosynthetic processK01739//cystathionine gamma-synthase [EC:2.5.1.48]NP_596249.1//cystathionine gamma-synthase (predicted) [Schizosaccharomyces pombe 972h-]putative cystathionine gamma-synthase (SPBC15D4.09c), mRNA
2541559 NM_001020422.223.73 24.08 73.6 SPAC29B12.14cGO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0044853//plasma membrane raft;GO:0000139//Golgi membrane;GO:0009986//cell surface;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015205//nucleobase transmembrane transporter activity;GO:0015505//uracil:cation symporter activity;GO:0015210//uracil transmembrane transporter activity;GO:0005215//transporter activityGO:0055085//transmembrane transport;GO:1903791//uracil transmembrane transport;GO:0015851//nucleobase transport;GO:0098721//uracil import across plasma membraneK03457 NP_594991.2//purine transporter (predicted) [Schizosaccharomyces pombe 972h-]putative purine transporter (SPAC29B12.14c), mRNA
2542868 NM_001018673.289.54 99.07 84.57 cct5 GO:0005737//cytoplasm;GO:0005832//chaperonin-containing T-complexGO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0006457//protein foldingK09497//T-complex protein 1 subunit epsilonXP_013016190.1//chaperonin-containing T-complex epsilon subunit Cct5 [Schizosaccharomyces octosporus yFS286]chaperonin-containing T-complex epsilon subunit Cct5 (cct5), partial mRNA
2542918 NM_001018286.265.03 60.14 43.84 SPAC12G12.12GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0005459//UDP-galactose transmembrane transporter activity;GO:0005351//sugar:proton symporter activityGO:0097624//UDP-galactose transmembrane import into Golgi lumenNA NP_592886.1//NST UDP-galactose transporter (predicted) [Schizosaccharomyces pombe 972h-]putative NST UDP-galactose transporter (SPAC12G12.12), mRNA
2542531 NM_001018769.287.95 81.55 69.35 cwf2 GO:0071007//U2-type catalytic step 2 spliceosome;GO:0005634//nucleus;GO:0071006//U2-type catalytic step 1 spliceosome;GO:0005681//spliceosomal complex;GO:0000974//Prp19 complex;GO:0071014//post-mRNA release spliceosomal complexGO:0003723//RNA binding;GO:0036002//pre-mRNA binding;GO:0046872//metal ion binding;GO:0017070//U6 snRNA bindingGO:0045292//mRNA cis splicing, via spliceosome;GO:0007049//cell cycle;GO:0000387//spliceosomal snRNP assemblyNA NP_593337.1//RNA-binding protein Cwf2 [Schizosaccharomyces pombe 972h-]RNA-binding protein Cwf2 (cwf2), mRNA
2541729 NM_001018511.288.71 82.82 180.57 tfg3 GO:1990468//NuA3b histone acetyltransferase complex;GO:0005634//nucleus;GO:1990467//NuA3a histone acetyltransferase complex;GO:0016592//mediator complex;GO:0005674//transcription factor TFIIF complex;GO:0005829//cytosol;GO:0031011//Ino80 complex;GO:0016514//SWI/SNF complex;GO:0005669//transcription factor TFIID complexGO:0015616//DNA translocase activity;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0017025//TBP-class protein bindingGO:0042766//nucleosome mobilization;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0060303//regulation of nucleosome density;GO:0016569//covalent chromatin modification;GO:0051321//meiotic cell cycle;GO:0043044//ATP-dependent chromatin remodeling;GO:0016573//histone acetylation;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0006974//cellular response to DNA damage stimulusK03140 NP_593114.1//transcription factor TFIIF complex subunit Tfg3 [Schizosaccharomyces pombe 972h-]transcription factor TFIIF complex subunit Tfg3 (tfg3), mRNA
2540111 NM_001021206.369.59 70.48 29.38 SPBC119.17 GO:0005758//mitochondrial intermembrane space;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0004222//metalloendopeptidase activity;GO:0008237//metallopeptidase activityGO:0006627//protein processing involved in protein targeting to mitochondrion;GO:0051603//proteolysis involved in cellular protein catabolic process;GO:0006508//proteolysisK06972//presequence protease [EC:3.4.24.-]NP_595299.2//mitochondrial metalloendopeptidase (predicted) [Schizosaccharomyces pombe 972h-]putative metalloendopeptidase (SPBC119.17), mRNA
2541205 NM_001021148.257.02 58.85 78.65 SPBC839.02 GO:0005737//cytoplasmGO:0005509//calcium ion bindingGO:0070086//ubiquitin-dependent endocytosisK20061 NP_595242.1//arrestin-related trafficking adapter [Schizosaccharomyces pombe 972h-]arrestin-related trafficking adapter (SPBC839.02), partial mRNA
2540685 NM_001021597.283.77 77.33 19.85 SPBC19C2.15cGO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0030176//integral component of endoplasmic reticulum membraneGO:0102158//very-long-chain 3-hydroxyacyl-CoA dehydratase activity;GO:0018812//3-hydroxyacyl-CoA dehydratase activity;GO:0102345//3-hydroxy-lignoceroyl-CoA dehydratase activity;GO:0102344//3-hydroxy-behenoyl-CoA dehydratase activity;GO:0102343//3-hydroxy-arachidoyl-CoA dehydratase activity;GO:0004300//enoyl-CoA hydratase activityGO:0030497//fatty acid elongation;GO:0030148//sphingolipid biosynthetic process;GO:0007034//vacuolar transport;GO:0042761//very long-chain fatty acid biosynthetic processK10703//very-long-chain (3R)-3-hydroxyacyl-CoA dehydratase [EC:4.2.1.134]NP_595700.1//phosphoprotein phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoprotein phosphatase (SPBC19C2.15c), mRNA
2538740 NM_001022749.274.36 76.07 57.65 SPCC794.08 GO:0043234//protein complex;GO:0005886//plasma membraneNA GO:0007009//plasma membrane organization;GO:1903474//maintenance of mitotic actomyosin contractile ring localizationK21842//protein EFR3NP_587756.1//protein efr3 [Schizosaccharomyces pombe 972h-]protein efr3 (SPCC794.08), mRNA
2540344 NM_001022203.270.13 76.14 41.6 SPBC30D10.03cGO:0005634//nucleus;GO:0005829//cytosolGO:0000287//magnesium ion binding;GO:0050483//IMP 5'-nucleotidase activityGO:0006190//inosine salvage;GO:0071592//nicotinic acid riboside biosynthetic process;GO:0071590//nicotinamide riboside biosynthetic process;GO:0009117//nucleotide metabolic processK18550 NP_596282.1//IMP 5'-nucleotidase (predicted) [Schizosaccharomyces pombe 972h-]putative IMP 5'-nucleotidase (SPBC30D10.03c), mRNA
2542160 NM_001019705.255.03 52.88 20.38 SPAC8C9.11 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunit;GO:0005737//cytoplasmGO:0051537//2 iron, 2 sulfur cluster binding;GO:0003723//RNA binding;GO:0003677//DNA bindingGO:0051220//cytoplasmic sequestering of protein;GO:0006879//cellular iron ion homeostasis;GO:0036086//positive regulation of transcription from RNA polymerase II promoter in response to iron ion starvation;GO:1903026//negative regulation of RNA polymerase II regulatory region sequence-specific DNA binding;GO:0042274//ribosomal small subunit biogenesis;GO:0006364//rRNA processing;GO:0042273//ribosomal large subunit biogenesisK22075//BolA-like protein 3NP_594281.1//ribosome biogenesis protein Rrp14-N (predicted) [Schizosaccharomyces pombe 972h-]BolA domain protein (SPAC8C9.11), mRNA
2542501 NM_001019358.269.76 64.64 35.65 ugo1 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005741//mitochondrial outer membraneGO:0022857//transmembrane transporter activityGO:0008053//mitochondrial fusion;GO:1990626//mitochondrial outer membrane fusion;GO:0000002//mitochondrial genome maintenance;GO:0006839//mitochondrial transportK17967 NP_593929.1//mitochondrial fusion and transport protein Ugo1 (predicted) [Schizosaccharomyces pombe 972h-]putative transport protein Ugo1 (ugo1), mRNA
2541992 NM_001018755.274.38 72.6 39.12 erg2 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016853//isomerase activity;GO:0000247//C-8 sterol isomerase activityGO:0006696//ergosterol biosynthetic processK09829 NP_593324.1//C-8 sterol isomerase Erg2 [Schizosaccharomyces pombe 972h-]C-8 sterol isomerase Erg2 (erg2), mRNA
2539500 NM_001023184.279.53 87.28 67.2 SPCC61.03 GO:0005829//cytosolGO:0005524//ATP binding;GO:0047453//ATP-dependent NAD(P)H-hydrate dehydratase activity;GO:0052855//ADP-dependent NAD(P)H-hydrate dehydratase activityGO:0046496//nicotinamide nucleotide metabolic processK17757//ATP-dependent NAD(P)H-hydrate dehydratase [EC:4.2.1.93]NP_588194.1//carbohydrate kinase domain family protein [Schizosaccharomyces pombe 972h-]carbohydrate kinase domain family protein (SPCC61.03), mRNA
2543356 NM_001019413.250.24 45.74 21.97 SPAPB2C8.01GO:0005783//endoplasmic reticulum;GO:0070263//external side of fungal-type cell wall;GO:0010339//external side of cell wall;GO:0005737//cytoplasmGO:0050839//cell adhesion molecule bindingGO:0098609//cell-cell adhesion;GO:0043689//cell-cell adhesion involved in flocculationK01183//chitinase [EC:3.2.1.14]NP_593987.1//cell surface glycoprotein (predicted) [Schizosaccharomyces pombe 972h-]putative glycoprotein (SPAPB2C8.01), mRNA
2542635 NM_001018344.246.32 44.88 35.89 gef1 GO:0051286//cell tip;GO:0031097//medial cortex;GO:0005622//intracellular;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0051285//cell cortex of cell tip;GO:0005829//cytosol;GO:0000935//division septum;GO:1902716//cell cortex of growing cell tip;GO:0005826//actomyosin contractile ringGO:0005089//Rho guanyl-nucleotide exchange factor activityGO:0032488//Cdc42 protein signal transduction;GO:0032955//regulation of division septum assembly;GO:2000784//positive regulation of establishment of cell polarity regulating cell shape;GO:2000100//regulation of establishment or maintenance of bipolar cell polarity regulating cell shape;GO:1904498//protein localization to mitotic actomyosin contractile ring;GO:1903473//positive regulation of mitotic actomyosin contractile ring contraction;GO:1990386//mitotic cleavage furrow ingression;GO:0035023//regulation of Rho protein signal transduction;GO:0000917//division septum assemblyK20705//dynamin-binding proteinNP_592943.1//RhoGEF Gef1 [Schizosaccharomyces pombe 972h-]RhoGEF Gef1 (gef1), mRNA

NR_150664.1 NR_150664.1 86.34 96.45 19.61 NA GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0000274//mitochondrial proton-transporting ATP synthase, stator stalkGO:0005198//structural molecule activity;GO:0015078//hydrogen ion transmembrane transporter activity;GO:0046933//proton-transporting ATP synthase activity, rotational mechanismGO:0015986//ATP synthesis coupled proton transport;GO:0099132//ATP hydrolysis coupled cation transmembrane transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK02138//F-type H+-transporting ATPase subunit dNP_596058.1//F0-ATPase subunit D (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (prl25), miscRNA
2540193 NM_001023855.252.47 51.38 27.91 adn2 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:1900524//positive regulation of flocculation via cell wall protein-carbohydrate interaction by positive regulation of transcription from RNA polymerase II promoter;GO:0007155//cell adhesion;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0010811//positive regulation of cell-substrate adhesionK21390;K15158;K21391NP_596834.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (adn2), mRNA
2540653 NM_001022607.256.6 36.79 18.59 SPBC215.07cGO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0035064//methylated histone bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodelingK06687;K11294//nucleolinNP_596684.1//PWWP domain protein (predicted) [Schizosaccharomyces pombe 972h-]putative PWWP domain containing protein (SPBC215.07c), mRNA
2542844 NM_001019141.280.71 69.19 22.38 crb3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0097344//Rix1 complex;GO:0000775//chromosome, centromeric region;GO:0032153//cell division site;GO:0005720//nuclear heterochromatinNA GO:0006351//transcription, DNA-templated;GO:0006364//rRNA processing;GO:0030702//chromatin silencing at centromereK14829//pre-rRNA-processing protein IPI3NP_593710.1//WD repeat protein Crb3 [Schizosaccharomyces pombe 972h-]WD repeat protein Crb3 (crb3), mRNA
2542083 NM_001019837.268.36 62.49 110.15 cdc1 GO:0005634//nucleus;GO:0043625//delta DNA polymerase complex;GO:0005829//cytosol;GO:0043596//nuclear replication forkGO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA bindingGO:1904161//DNA synthesis involved in UV-damage excision repair;GO:1903460//mitotic DNA replication leading strand elongation;GO:0006271//DNA strand elongation involved in DNA replication;GO:1903459//mitotic DNA replication lagging strand elongation;GO:0006279//premeiotic DNA replication;GO:0051301//cell division;GO:0090305//nucleic acid phosphodiester bond hydrolysis;GO:0006278//RNA-dependent DNA biosynthetic process;GO:0043137//DNA replication, removal of RNA primerK02328//DNA polymerase delta subunit 2NP_594406.1//DNA polymerase delta small subunit Cdc1 [Schizosaccharomyces pombe 972h-]DNA polymerase delta small subunit Cdc1 (cdc1), partial mRNA
2538874 NM_001023242.272.88 65.47 49.29 SPCC777.06cGO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activityNA K12837//splicing factor U2AF 65 kDa subunitNP_588252.1//hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative hydrolase (SPCC777.06c), mRNA
2541807 NM_001018508.269.93 72.52 39.15 rpn6 GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0008541//proteasome regulatory particle, lid subcomplex;GO:0005829//cytosol;GO:0016514//SWI/SNF complex;GO:0034515//proteasome storage granuleGO:0005198//structural molecule activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0043248//proteasome assembly;GO:0006511//ubiquitin-dependent protein catabolic processK03036//26S proteasome regulatory subunit N6XP_013024368.1//19S proteasome regulatory subunit Rpn6 [Schizosaccharomyces cryophilus OY26]putative proteasome regulatory subunit Rpn6 (rpn6), mRNA
2543002 NM_001018665.262.92 70.79 65.06 SPAC10F6.17cGO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0004741//[pyruvate dehydrogenase (lipoamide)] phosphatase activity;GO:0004722//protein serine/threonine phosphatase activityGO:0006091//generation of precursor metabolites and energyK01102//pyruvate dehydrogenase phosphatase [EC:3.1.3.43]NP_593268.2//bifunctional phosphoprotein phospatase/[pyruvate dehydrogenase (acetyl-transferring)]-phosphatase [Schizosaccharomyces pombe 972h-]bifunctional phosphoprotein phospatase/[pyruvate dehydrogenase (acetyl-transferring)]-phosphatase (SPAC10F6.17c), mRNA
2542785 NM_001019712.272.22 72.97 48.67 taf12 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0005669//transcription factor TFIID complex;GO:0000790//nuclear chromatinGO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0003677//DNA binding;GO:0017025//TBP-class protein binding;GO:0046982//protein heterodimerization activity;GO:0001102//RNA polymerase II activating transcription factor bindingGO:0043966//histone H3 acetylation;GO:0006338//chromatin remodeling;GO:0016573//histone acetylation;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0006352//DNA-templated transcription, initiation;GO:0051123//RNA polymerase II transcriptional preinitiation complex assemblyK03126//transcription initiation factor TFIID subunit 12NP_594289.1//transcription factor TFIID complex subunit A/ SAGA complex subunit [Schizosaccharomyces pombe 972h-]transcription factor TFIID complex subunit A/ SAGA complex subunit (taf12), mRNA
2541422 NM_001018378.254.18 51.51 31.68 cph2 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0032221//Rpd3S complexGO:0042393//histone binding;GO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0000977//RNA polymerase II regulatory region sequence-specific DNA binding;GO:0003682//chromatin binding;GO:0003712//transcription cofactor activityGO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016575//histone deacetylationK11446//histone demethylase JARID1 [EC:1.14.11.-]NP_592978.1//Clr6 histone deacetylase associated PHD protein-2 Cph2 [Schizosaccharomyces pombe 972h-]Clr6 histone deacetylase-associated PHD protein-2 Cph2 (cph2), partial mRNA
5802854 NM_001355970.1139.88 158.73 18.45 SPAC806.11 GO:0016021//integral component of membraneNA NA NA XP_001713036.1//hypothetical protein SPAC806.11 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC806.11), mRNA
2543105 NM_001018863.268.25 64.15 31.05 met11 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004489//methylenetetrahydrofolate reductase (NAD(P)H) activityGO:0006730//one-carbon metabolic process;GO:0035999//tetrahydrofolate interconversion;GO:0009086//methionine biosynthetic processK00297//methylenetetrahydrofolate reductase (NADPH) [EC:1.5.1.20]NP_593430.1//methylenetetrahydrofolate reductase Met11 [Schizosaccharomyces pombe 972h-]methylenetetrahydrofolate reductase Met11 (met11), mRNA

NR_151204.1 NR_151204.1 73.69 66.3 12.44 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0047536//2-aminoadipate transaminase activity;GO:0016212//kynurenine-oxoglutarate transaminase activity;GO:0030170//pyridoxal phosphate bindingGO:0034276//kynurenic acid biosynthetic processK14264 XP_013023256.1//aminotransferase class I and II [Schizosaccharomyces cryophilus OY26]antisense RNA (predicted) (SPNCRNA.824), miscRNA
2543042 NM_001020379.271.51 69.66 26.34 paa1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005816//spindle pole body;GO:0043332//mating projection tip;GO:0090443//FAR/SIN/STRIPAK complex;GO:0005829//cytosol;GO:0000159//protein phosphatase type 2A complex;GO:0005826//actomyosin contractile ringGO:0004722//protein serine/threonine phosphatase activity;GO:0019888//protein phosphatase regulator activityGO:0031030//negative regulation of septation initiation signaling;GO:0030952//establishment or maintenance of cytoskeleton polarity;GO:0007094//mitotic spindle assembly checkpoint;GO:0006417//regulation of translation;GO:0061509//asymmetric protein localization to old mitotic spindle pole bodyK03456//serine/threonine-protein phosphatase 2A regulatory subunit ANP_594948.1//protein phosphatase regulatory subunit Paa1 [Schizosaccharomyces pombe 972h-]protein phosphatase regulatory subunit Paa1 (paa1), mRNA
2542341 NM_001019653.269.99 72.26 42.05 SPAC16E8.17cGO:0005759//mitochondrial matrix;GO:0042645//mitochondrial nucleoid;GO:0042709//succinate-CoA ligase complex;GO:0005739//mitochondrionGO:0004775//succinate-CoA ligase (ADP-forming) activity;GO:0000166//nucleotide binding;GO:0004774//succinate-CoA ligase activity;GO:0048037//cofactor binding;GO:0004776//succinate-CoA ligase (GDP-forming) activityGO:0006099//tricarboxylic acid cycle;GO:0006104//succinyl-CoA metabolic processK01899//succinyl-CoA synthetase alpha subunit [EC:6.2.1.4 6.2.1.5]NP_594230.1//succinate-CoA ligase alpha subunit (predicted) [Schizosaccharomyces pombe 972h-]putative succinate-CoA ligase alpha subunit (SPAC16E8.17c), mRNA
2542196 NM_001018600.259.82 64.67 27.7 hus5 GO:0005634//nucleus;GO:0000794//condensed nuclear chromosome;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005720//nuclear heterochromatinGO:0005524//ATP binding;GO:0019948//SUMO activating enzyme activity;GO:0061656//SUMO conjugating enzyme activity;GO:0019789//SUMO transferase activityGO:0016925//protein sumoylation;GO:0000022//mitotic spindle elongation;GO:0006974//cellular response to DNA damage stimulusK10577//ubiquitin-conjugating enzyme E2 INP_593204.1//SUMO conjugating enzyme Hus5 [Schizosaccharomyces pombe 972h-]small ubiquitin-like modifier-conjugating enzyme Hus5 (hus5), mRNA
2543308 NM_001019913.277.38 77.84 17.56 SPAC694.04cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0016787//hydrolase activityNA K03189//urease accessory proteinNP_594484.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC694.04c), mRNA
2541658 NM_001019898.238.38 51.58 49.36 SPAC25B8.09GO:0005634//nucleus;GO:0005829//cytosolGO:0008168//methyltransferase activity;GO:0046547//trans-aconitate 3-methyltransferase activityGO:0044262//cellular carbohydrate metabolic processK14300//nuclear pore complex protein Nup133NP_594469.1//trans-aconitate 3-methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative trans-aconitate 3-methyltransferase (SPAC25B8.09), mRNA
2539722 NM_001022663.263.8 61.34 60.74 mug186 GO:0010008//endosome membrane;GO:0005768//endosome;GO:0005829//cytosolGO:0035091//phosphatidylinositol bindingGO:0051321//meiotic cell cycle;GO:0042147//retrograde transport, endosome to Golgi;GO:0006914//autophagy;GO:0015031//protein transportK21996 NP_596737.1//sorting nexin Snx41 (predicted) [Schizosaccharomyces pombe 972h-]putative sorting nexin Snx41 (mug186), mRNA
2543447 NM_001019299.266.09 70.88 46.56 mrpl40 GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02895//large subunit ribosomal protein L24NP_593870.1//mitochondrial ribosomal protein subunit L40 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L40 (mrpl40), mRNA
2540803 NM_001022651.259.02 60.91 32.21 ppk22 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0061092//positive regulation of phospholipid translocation;GO:0035556//intracellular signal transduction;GO:0000749//response to pheromone involved in conjugation with cellular fusionK08286 NP_596726.1//serine/threonine protein kinase Ppk22 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk22 (ppk22), mRNA
2539752 NM_001022378.258.21 51.36 12.37 mrpl16 GO:0005762//mitochondrial large ribosomal subunit;GO:0005737//cytoplasmGO:0000048//peptidyltransferase activity;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0032543//mitochondrial translationK10756//replication factor C subunit 3/5NP_596459.1//mitochondrial ribosomal protein subunit L16 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L16 (mrpl16), mRNA
2539821 NM_001021789.264.6 63.52 79.81 npl4 GO:1990112//RQC complex;GO:0005634//nucleus;GO:0042175//nuclear outer membrane-endoplasmic reticulum membrane network;GO:0031965//nuclear membrane;GO:0000836//Hrd1p ubiquitin ligase complex;GO:0005783//endoplasmic reticulum;GO:0048471//perinuclear region of cytoplasm;GO:0036266//Cdc48p-Npl4p-Vms1p AAA ATPase complex;GO:0005829//cytosolGO:0043130//ubiquitin binding;GO:0031625//ubiquitin protein ligase bindingGO:0006511//ubiquitin-dependent protein catabolic process;GO:1990116//ribosome-associated ubiquitin-dependent protein catabolic process;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0015031//protein transport;GO:0051028//mRNA transportK14015//nuclear protein localization protein 4 homologNP_595883.2//Cdc48-Npl4-Ufd1 complex component Npl4 (predicted) [Schizosaccharomyces pombe 972h-]putative Cdc48-Npl4-Ufd1 complex subunit Npl4 (npl4), mRNA
2542565 NM_001020199.264.03 64.12 53.66 srp14 GO:0005634//nucleus;GO:0005786//signal recognition particle, endoplasmic reticulum targeting;GO:0005730//nucleolusGO:0030942//endoplasmic reticulum signal peptide binding;GO:0008312//7S RNA bindingGO:0006614//SRP-dependent cotranslational protein targeting to membrane;GO:0006617//SRP-dependent cotranslational protein targeting to membrane, signal sequence recognitionK03104//signal recognition particle subunit SRP14NP_594772.1//signal recognition particle subunit Srp14 [Schizosaccharomyces pombe 972h-]signal recognition particle subunit Srp14 (srp14), mRNA
2542325 NM_001018475.260.81 62.11 27.05 mot2 GO:0005634//nucleus;GO:0030014//CCR4-NOT complex;GO:0005829//cytosol;GO:0030015//CCR4-NOT core complexGO:0061630//ubiquitin protein ligase activity;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0004842//ubiquitin-protein transferase activityGO:0006355//regulation of transcription, DNA-templated;GO:0000289//nuclear-transcribed mRNA poly(A) tail shortening;GO:0006351//transcription, DNA-templatedK10643//CCR4-NOT transcription complex subunit 4 [EC:2.3.2.27]NP_593078.1//CCR4-Not complex subunit Mot2 (predicted) [Schizosaccharomyces pombe 972h-]putative CCR4-Not complex subunit Mot2 (mot2), mRNA
2541796 NM_001018838.272.81 71.48 59.23 SPAC23H4.01cGO:0005783//endoplasmic reticulum;GO:0043234//protein complex;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0008142//oxysterol bindingGO:0006810//transport;GO:0015918//sterol transport;GO:0006897//endocytosis;GO:0006887//exocytosisK20463//oxysterol-binding protein-related protein 3/6/7NP_593405.2//sterol binding ankyrin repeat protein (predicted) [Schizosaccharomyces pombe 972h-]putative sterol binding ankyrin repeat protein (SPAC23H4.01c), mRNA
2539781 NM_001021068.2110.28 114.26 129.72 pka1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005773//vacuole;GO:0005952//cAMP-dependent protein kinase complexGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004691//cAMP-dependent protein kinase activityGO:0046827//positive regulation of protein export from nucleus;GO:0051447//negative regulation of meiotic cell cycle;GO:0010619//adenylate cyclase-activating glucose-activated G-protein coupled receptor signaling pathway;GO:0045014//negative regulation of transcription by glucose;GO:0010515//negative regulation of induction of conjugation with cellular fusion;GO:1903759//signal transduction involved in regulation of aerobic respirationK04345//protein kinase A [EC:2.7.11.11]NP_595159.1//cAMP-dependent protein kinase catalytic subunit Pka1 [Schizosaccharomyces pombe 972h-]cAMP-dependent protein kinase catalytic subunit Pka1 (pka1), mRNA
2541318 NM_001021724.260.34 59.72 17.66 alp5 GO:0000812//Swr1 complex;GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0031011//Ino80 complex;GO:0043189//H4/H2A histone acetyltransferase complexGO:0005524//ATP bindingGO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0043981//histone H4-K5 acetylation;GO:0043486//histone exchange;GO:0006351//transcription, DNA-templated;GO:0060303//regulation of nucleosome density;GO:0043982//histone H4-K8 acetylation;GO:0043044//ATP-dependent chromatin remodeling;GO:0043983//histone H4-K12 acetylationK11400 NP_595820.1//actin-like protein Arp4 [Schizosaccharomyces pombe 972h-]actin-like protein Arp4 (alp5), mRNA
2543545 NM_001019785.256.97 63.56 31.03 rlc1 GO:0005634//nucleus;GO:0071341//medial cortical node;GO:0005829//cytosol;GO:0016460//myosin II complex;GO:0005737//cytoplasm;GO:0005826//actomyosin contractile ringGO:0005509//calcium ion binding;GO:0017022//myosin bindingGO:1902404//mitotic actomyosin contractile ring contraction;GO:1903116//positive regulation of actin filament-based movementK12757//myosin regulatory light chain 12NP_594364.1//myosin II regulatory light chain Rlc1 [Schizosaccharomyces pombe 972h-]myosin II regulatory light chain Rlc1 (rlc1), mRNA
2543657 NM_001019559.277.47 85.49 51.86 ogm2 GO:0012505//endomembrane system;GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0097582//dolichyl-phosphate-mannose-protein mannosyltransferase Pmt1p-Pmt2p dimer complex;GO:0005789//endoplasmic reticulum membraneGO:0004169//dolichyl-phosphate-mannose-protein mannosyltransferase activityGO:0071712//ER-associated misfolded protein catabolic process;GO:0031505//fungal-type cell wall organizationK00728//dolichyl-phosphate-mannose-protein mannosyltransferase [EC:2.4.1.109]NP_594135.1//protein O-mannosyltransferase Ogm2 [Schizosaccharomyces pombe 972h-]protein O-mannosyltransferase Ogm2 (ogm2), mRNA
2542143 NM_001020027.250.95 43.97 18.05 alg8 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0042283//dolichyl pyrophosphate Glc1Man9GlcNAc2 alpha-1,3-glucosyltransferase activity;GO:0042281//dolichyl pyrophosphate Man9GlcNAc2 alpha-1,3-glucosyltransferase activityGO:0006490//oligosaccharide-lipid intermediate biosynthetic process;GO:0006487//protein N-linked glycosylationK03849//alpha-1,3-glucosyltransferase [EC:2.4.1.265]NP_594599.1//glucosyltransferase Alg8 (predicted) [Schizosaccharomyces pombe 972h-]putative glucosyltransferase Alg8 (alg8), mRNA
2539642 NM_001021146.239.11 34.78 14.23 tea4 GO:0035840//old growing cell tip;GO:0005634//nucleus;GO:0035839//non-growing cell tip;GO:0051286//cell tip;GO:0015630//microtubule cytoskeleton;GO:0005829//cytosol;GO:0031500//Tea1 cell-end complex;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0030674//protein binding, bridgingGO:1903068//positive regulation of protein localization to cell tip;GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:2000784//positive regulation of establishment of cell polarity regulating cell shape;GO:1903067//negative regulation of protein localization to cell tip;GO:0061246//establishment or maintenance of bipolar cell polarity regulating cell shape;GO:0030950//establishment or maintenance of actin cytoskeleton polarity;GO:0034613//cellular protein localization;GO:1903078//positive regulation of protein localization to plasma membraneK11294//nucleolin;K01183//chitinase [EC:3.2.1.14]NP_595240.2//tip elongation aberrant protein Tea4 [Schizosaccharomyces pombe 972h-]tip elongation aberrant protein Tea4 (tea4), mRNA
2541552 NM_001019695.250.55 52.26 24.04 fhl1 GO:0005634//nucleusGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0009653//anatomical structure morphogenesis;GO:0030154//cell differentiation;GO:0006351//transcription, DNA-templated;GO:0000917//division septum assemblyK09413 NP_594272.1//fork head transcription factor Fhl1 [Schizosaccharomyces pombe 972h-]fork head transcription factor Fhl1 (fhl1), mRNA
2539878 NM_001023806.267.78 74.5 19.62 rsm25 GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK17402//small subunit ribosomal protein S23NP_596785.1//mitochondrial ribosomal protein subunit Rsm25 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit Rsm25 (rsm25), mRNA
2539563 NM_001023098.262.24 55.31 46.17 SPCC550.15cGO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunit;GO:0030687//preribosome, large subunit precursorGO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingGO:0006913//nucleocytoplasmic transport;GO:0042273//ribosomal large subunit biogenesisK14816//pre-60S factor REI1NP_588107.1//ribosome biogenesis protein (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein (SPCC550.15c), mRNA
2539389 NM_001023538.282.98 75.72 70.99 SPCC1827.05cGO:0005730//nucleolusGO:0003723//RNA bindingGO:0042254//ribosome biogenesisK14838//nucleolar protein 15NP_588551.1//nucleolar RNA-binding protein NIFK (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein NIFK (SPCC1827.05c), mRNA
2543531 NM_001019788.253.11 50.68 19.76 SPAC926.06cGO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:0005829//cytosolNA NA K20237;K05349//beta-glucosidase [EC:3.2.1.21]NP_594367.1//leucine-rich repeat-containing protein [Schizosaccharomyces pombe 972h-]leucine-rich repeat-containing protein (SPAC926.06c), mRNA
2539675 NM_001022368.265.52 51.77 31.71 ker1 GO:0005730//nucleolus;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activityGO:0006360//transcription from RNA polymerase I promoterNA NP_596449.1//DNA-directed RNA polymerase I complex subunit Ker1 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase I complex subunit Ker1 (ker1), mRNA
2542452 NM_001018414.265.69 74.79 46.46 SPAC1D4.02cGO:0051286//cell tip;GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0007030//Golgi organization;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0048024//regulation of mRNA splicing, via spliceosomeNA NP_593015.1//hypothetical protein SPAC1D4.02c [Schizosaccharomyces pombe 972h-]putative GRASP family protein (SPAC1D4.02c), mRNA
2539281 NM_001355914.152.76 55.92 30.22 SPCC132.03 GO:0005739//mitochondrionNA NA NA NP_588148.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC132.03), mRNA
2541164 NM_001022241.271.42 65.61 32.81 sec2302 GO:0005634//nucleus;GO:0005829//cytosol;GO:0030127//COPII vesicle coat;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0008270//zinc ion binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0006888//ER to Golgi vesicle-mediated transportK14006//protein transport protein SEC23NP_596319.1//COPII cargo receptor subunit Sec23b (predicted) [Schizosaccharomyces pombe 972h-]putative COPII cargo receptor subunit Sec23b (sec2302), mRNA
2539593 NM_001022669.267.26 65.23 42.03 SPCP20C8.01cGO:0005829//cytosol;GO:0005737//cytoplasmNA NA NA NP_588572.1//cell surface glycoprotein (predicted), DUF1773 family protein 5 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCP20C8.01c), partial mRNA
2539843 NM_001023780.264.98 72.44 31.62 bag101 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0000176//nuclear exosome (RNase complex);GO:0005829//cytosol;GO:0000177//cytoplasmic exosome (RNase complex);GO:0005737//cytoplasm;GO:0000178//exosome (RNase complex)GO:0017091//AU-rich element binding;GO:0051087//chaperone binding;GO:0000175//3'-5'-exoribonuclease activityGO:0034473//U1 snRNA 3'-end processing;GO:0043928//exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0006457//protein folding;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:0034661//ncRNA catabolic process;GO:0034427//nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0034476//U5 snRNA 3'-end processing;GO:0071028//nuclear mRNA surveillance;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070651//nonfunctional rRNA decay;GO:0034475//U4 snRNA 3'-end processing;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic process;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic processK14017;K12589//exosome complex component RRP42NP_596760.1//BAG family molecular chaperone regulator Bag101 (predicted) [Schizosaccharomyces pombe 972h-]putative BAG family molecular chaperone regulator Bag101 (bag101), mRNA
2542532 NM_001018598.280.55 73.8 24.8 SPAC1A6.10 GO:0016021//integral component of membrane;GO:0005741//mitochondrial outer membraneGO:0008641//ubiquitin-like modifier activating enzyme activity;GO:0005524//ATP binding;GO:0061503//tRNA threonylcarbamoyladenosine dehydrataseGO:0061504//cyclic threonylcarbamoyladenosine biosynthetic processK22132//tRNA threonylcarbamoyladenosine dehydrataseNP_593202.1//hypothetical protein SPAC1A6.10 [Schizosaccharomyces pombe 972h-]Moeb/ThiF domain-containing protein (SPAC1A6.10), partial mRNA
2540645 NM_001021577.262.54 58.31 42.08 pop3 GO:0031931//TORC1 complex;GO:0005634//nucleus;GO:0031932//TORC2 complex;GO:0005829//cytosolNA GO:0031929//TOR signaling;GO:0030435//sporulation resulting in formation of a cellular spore;GO:0051321//meiotic cell cycle;GO:0023052//signaling;GO:0032956//regulation of actin cytoskeleton organizationK08266//target of rapamycin complex subunit LST8NP_595682.1//WD repeat protein Pop3 [Schizosaccharomyces pombe 972h-]WD repeat protein Pop3 (pop3), mRNA
2540755 NM_001021256.280.94 89.8 95.35 SPBC713.09 GO:0005829//cytosol;GO:0005737//cytoplasmNA NA K10352//myosin heavy chain;K20361NP_595348.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC713.09), mRNA
2543446 NM_001019292.265.45 64.36 98.47 stg1 GO:0005634//nucleus;GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0032153//cell division siteGO:0051015//actin filament binding;GO:0030674//protein binding, bridgingGO:0000281//mitotic cytokinesis;GO:0007015//actin filament organization;GO:0030036//actin cytoskeleton organization;GO:0051764//actin crosslink formation;GO:0001300//chronological cell agingK20526//transgelinNP_593863.1//SM22/transgelin-like actin modulating protein Stg1 [Schizosaccharomyces pombe 972h-]SM22/transgelin-like actin-modulating protein Stg1 (stg1), mRNA
2542101 NM_001020341.260.49 64.8 45.48 B22918-2 GO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0005737//cytoplasmGO:0003824//catalytic activityNA NA NP_594909.1//hypothetical protein SPAC14C4.04 [Schizosaccharomyces pombe 972h-]uncharacterized protein SPAC14C4.04 (B22918-2), mRNA
2540445 NM_001022577.263.35 61.45 50.72 SPBC26H8.12GO:0005758//mitochondrial intermembrane space;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0004408//holocytochrome-c synthase activityGO:0018063//cytochrome c-heme linkage;GO:0007005//mitochondrion organizationK01764//cytochrome c heme-lyase [EC:4.4.1.17]NP_596655.1//cytochrome c heme lyase (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c heme lyase (SPBC26H8.12), mRNA
2539808 NM_001022296.284.82 82.73 56.87 nep1 GO:0005737//cytoplasmGO:0019784//NEDD8-specific protease activityGO:0000338//protein deneddylationK08597//sentrin-specific protease 8 [EC:3.4.22.68];K14826//FK506-binding nuclear protein [EC:5.2.1.8];K00968//choline-phosphate cytidylyltransferase [EC:2.7.7.15];K11422//histone-lysine N-methyltransferase SETD1 [EC:2.1.1.43];K20705//dynamin-binding proteinBAA13818.1//unnamed protein product [Schizosaccharomyces pombe]NEDD8 protease Nep1 (nep1), mRNA
2540333 NM_001021575.266.03 71.29 143.38 SPBC21B10.07GO:0009277//fungal-type cell wall;GO:0016021//integral component of membraneGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compoundsGO:0005975//carbohydrate metabolic process;GO:0071966//fungal-type cell wall polysaccharide metabolic processK00767//nicotinate-nucleotide pyrophosphorylase (carboxylating) [EC:2.4.2.19]NP_595680.1//glycosyl hydrolase family 16 (predicted) [Schizosaccharomyces pombe 972h-]putative glycosyl hydrolase family 16 (SPBC21B10.07), mRNA
2540536 NM_001021778.243.88 38.24 23.21 SPBC23G7.14NA NA NA NA NP_595872.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC23G7.14), mRNA
2540563 NM_001022278.268.27 65.33 32.86 SPBC25H2.09GO:0005634//nucleus;GO:0005829//cytosol;GO:0044284//mitochondrial crista junction;GO:0061617//MICOS complexNA GO:0042407//cristae formationK17788 NP_596357.1//DUF1690 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC25H2.09), mRNA
2542790 NM_001018517.271.94 71.89 24.69 rfc4 GO:0005634//nucleus;GO:0005663//DNA replication factor C complex;GO:0031390//Ctf18 RFC-like complex;GO:0031391//Elg1 RFC-like complex;GO:0005829//cytosol;GO:0031389//Rad17 RFC-like complexGO:0003689//DNA clamp loader activity;GO:0005524//ATP bindingGO:0006272//leading strand elongation;GO:0007062//sister chromatid cohesion;GO:0070914//UV-damage excision repairK10755//replication factor C subunit 2/4XP_013024359.1//DNA replication factor C complex subunit Rfc4 [Schizosaccharomyces cryophilus OY26]putative DNA replication factor C complex subunit Rfc4 (rfc4), mRNA
2538781 NM_001023217.2 68 66.24 24.45 ssb2 GO:0035861//site of double-strand break;GO:0051286//cell tip;GO:0005634//nucleus;GO:0005829//cytosol;GO:0032153//cell division site;GO:0005662//DNA replication factor A complex;GO:0005628//prospore membraneGO:0000149//SNARE binding;GO:0003677//DNA bindingGO:0006906//vesicle fusion;GO:1902981//synthesis of RNA primer involved in mitotic DNA replication;GO:0006281//DNA repair;GO:0006904//vesicle docking involved in exocytosis;GO:0015031//protein transport;GO:0006310//DNA recombinationK15292//syntaxin-binding protein 1;K10739//replication factor A2NP_588226.1//SNARE binding protein Sec1 (predicted) [Schizosaccharomyces pombe 972h-]single-stranded DNA-binding protein Ssb2 (ssb2), mRNA
2540605 NM_001022509.277.69 69.32 17.95 SPBC21C3.09cGO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0016787//hydrolase activity;GO:0047621//acylpyruvate hydrolase activityGO:0006572//tyrosine catabolic process;GO:0008152//metabolic processK01557//acylpyruvate hydrolase [EC:3.7.1.5]NP_596589.1//fumarylacetoacetate hydrolase family protein (predicted) [Schizosaccharomyces pombe 972h-]putative fumarylacetoacetate hydrolase family protein (SPBC21C3.09c), mRNA
2540027 NM_001021339.255.61 45.28 43.48 suc1 GO:0005634//nucleus;GO:0000307//cyclin-dependent protein kinase holoenzyme complex;GO:0005829//cytosol;GO:0019005//SCF ubiquitin ligase complexGO:0042393//histone binding;GO:0043130//ubiquitin binding;GO:0016301//kinase activity;GO:0008270//zinc ion binding;GO:0019901//protein kinase binding;GO:0032403//protein complex binding;GO:0061575//cyclin-dependent protein serine/threonine kinase activator activityGO:0060303//regulation of nucleosome density;GO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0051301//cell division;GO:0045737//positive regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0007049//cell cycle;GO:0045893//positive regulation of transcription, DNA-templatedK02219//cyclin-dependent kinase regulatory subunit CKS1NP_595431.1//cyclin-dependent protein kinase regulatory subunit Suc1 [Schizosaccharomyces pombe 972h-]cyclin-dependent protein kinase regulatory subunit Suc1 (suc1), mRNA
2541159 NM_001022061.257.58 56.16 52.75 orc2 GO:0031261//DNA replication preinitiation complex;GO:0005656//nuclear pre-replicative complex;GO:0005664//nuclear origin of replication recognition complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003688//DNA replication origin bindingGO:0006260//DNA replication;GO:1902975//mitotic DNA replication initiationK02604//origin recognition complex subunit 2NP_596143.1//origin recognition complex subunit Orc2 [Schizosaccharomyces pombe 972h-]origin recognition complex subunit Orc2 (orc2), mRNA
2542610 NM_001019185.369.86 55.51 44.19 SPAC1B9.03cGO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorGO:0019843//rRNA bindingGO:0000027//ribosomal large subunit assemblyK14859//ribosome biogenesis protein SSF1/2NP_593755.2//RNA-binding protein involved in ribosomal large subunit assembly and maintenance (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein (SPAC1B9.03c), mRNA
2540519 NM_001022514.262.05 58.99 32.4 SPBC21C3.14cGO:0010369//chromocenter;GO:0005634//nucleus;GO:0005576//extracellular region;GO:0000790//nuclear chromatinGO:0003682//chromatin bindingNA NA NP_596594.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC21C3.14c), mRNA
2540110 NM_001022369.269.74 71.13 32.6 SPBC1718.04GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0004366//glycerol-3-phosphate O-acyltransferase activity;GO:0016746//transferase activity, transferring acyl groups;GO:0016287//glycerone-phosphate O-acyltransferase activityGO:0008654//phospholipid biosynthetic process;GO:0008152//metabolic processK13507 NP_596450.1//glycerol-3-phosphate O-acyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative glycerol-3-phosphate O-acyltransferase (SPBC1718.04), mRNA
2541447 NM_001019892.261.35 75.92 37.63 psd2 GO:0005635//nuclear envelope;GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneGO:0004609//phosphatidylserine decarboxylase activityGO:0006646//phosphatidylethanolamine biosynthetic process;GO:0016540//protein autoprocessing;GO:0006656//phosphatidylcholine biosynthetic processK01613//phosphatidylserine decarboxylase [EC:4.1.1.65]NP_594463.1//phosphatidylserine decarboxylase Psd2 [Schizosaccharomyces pombe 972h-]phosphatidylserine decarboxylase Psd2 (psd2), mRNA
2542791 NM_001018813.274.32 76.31 35.38 pam17 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0001405//presequence translocase-associated import motorNA GO:0030150//protein import into mitochondrial matrixK17806//mitochondrial import inner membrane translocase subunit TIM23NP_593381.2//TIM23 translocase complex-associated motor subunit Pam17 (predicted) [Schizosaccharomyces pombe 972h-]putative TIM23 translocase complex-associated motor subunit Pam17 (pam17), mRNA
2540855 NM_001022341.256.74 53.7 38.61 smg1 GO:0005685//U1 snRNP;GO:0097526//spliceosomal tri-snRNP complex;GO:0034719//SMN-Sm protein complex;GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0005687//U4 snRNP;GO:0046540//U4/U6 x U5 tri-snRNP complex;GO:0071013//catalytic step 2 spliceosome;GO:0071004//U2-type prespliceosome;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005682//U5 snRNP;GO:0005689//U12-type spliceosomal complex;GO:0043186//P granule;GO:0071014//post-mRNA release spliceosomal complex;GO:0071011//precatalytic spliceosomeGO:0003723//RNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosome;GO:0000387//spliceosomal snRNP assemblyK11099//small nuclear ribonucleoprotein GNP_596422.1//U4/U6 x U5 tri-snRNP complex Sm snRNP core protein Smg1 [Schizosaccharomyces pombe 972h-]U4/U6 x U5 tri-snRNP complex Sm snRNP core protein Smg1 (smg1), mRNA
2542427 NM_001019335.262.04 60.11 37.36 SPAC6F6.12 GO:0010008//endosome membrane;GO:0005768//endosome;GO:0005794//Golgi apparatus;GO:0019898//extrinsic component of membrane;GO:0000407//phagophore assembly site;GO:0005737//cytoplasm;GO:0005776//autophagosomeGO:0032266//phosphatidylinositol-3-phosphate binding;GO:0035091//phosphatidylinositol bindingGO:0016050//vesicle organization;GO:0006623//protein targeting to vacuole;GO:0006897//endocytosis;GO:0006914//autophagy;GO:0034727//piecemeal microautophagy of the nucleusK17919//sorting nexin-4NP_593905.1//autophagy associated protein Atg24 (predicted) [Schizosaccharomyces pombe 972h-]putative autophagy associated protein Atg24 (SPAC6F6.12), mRNA
2541262 NM_001021169.283.13 81.79 30.51 cbp6 GO:0005761//mitochondrial ribosome;GO:0061671//Cbp3p-Cbp6 complex;GO:0005739//mitochondrionGO:0043022//ribosome bindingGO:0006397//mRNA processing;GO:0034551//mitochondrial respiratory chain complex III assembly;GO:0070131//positive regulation of mitochondrial translationNA NP_595262.1//mitochondrial respiratory chain complex assembly protein Cbp6 (predicted) [Schizosaccharomyces pombe 972h-]putative respiratory chain complex assembly protein Cbp6 (cbp6), mRNA
2541179 NM_001022001.271.95 67.87 23.88 ofd1 GO:0005634//nucleus;GO:0030529//intracellular ribonucleoprotein complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008143//poly(A) binding;GO:0035516//oxidative DNA demethylase activity;GO:0005506//iron ion binding;GO:0031418//L-ascorbic acid binding;GO:0008198//ferrous iron binding;GO:0031543//peptidyl-proline dioxygenase activityGO:2000679//positive regulation of transcription regulatory region DNA binding;GO:0071456//cellular response to hypoxia;GO:2000678//negative regulation of transcription regulatory region DNA binding;GO:0006415//translational termination;GO:0000288//nuclear-transcribed mRNA catabolic process, deadenylation-dependent decay;GO:0006351//transcription, DNA-templated;GO:0032436//positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0006307//DNA dealkylation involved in DNA repair;GO:0006449//regulation of translational termination;GO:0010620//negative regulation of transcription by transcription factor catabolism;GO:0071455//cellular response to hyperoxia;GO:0018188//peptidyl-proline di-hydroxylationNA NP_596087.1//2-oxoglutarate and Fe(II) dioxygenase domain containing protein 1 [Schizosaccharomyces pombe 972h-]2-oxoglutarate and Fe(2+) dioxygenase domain-containing protein 1 (ofd1), mRNA
2543588 NM_001019296.272.76 71.54 38.87 mrpl28 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005762//mitochondrial large ribosomal subunit;GO:0005829//cytosolGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK17421//large subunit ribosomal protein L40NP_593867.1//mitochondrial ribosomal protein subunit L28 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L28 (mrpl28), partial mRNA
2542114 NM_001018608.261.51 63.08 28.05 aps3 GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0030123//AP-3 adaptor complex;GO:0030659//cytoplasmic vesicle membraneGO:0008565//protein transporter activity;GO:0005215//transporter activity;GO:0022857//transmembrane transporter activityGO:0006810//transport;GO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0016192//vesicle-mediated transportK12399//AP-3 complex subunit sigmaNP_593211.1//DUF300 family protein [Schizosaccharomyces pombe 972h-]putative AP-3 adaptor complex subunit Aps3 (aps3), mRNA
2542514 NM_001020332.272.07 63.46 40.88 imp3 GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0034457//Mpp10 complex;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0030532//small nuclear ribonucleoprotein complexGO:0030515//snoRNA binding;GO:0019843//rRNA bindingGO:0042274//ribosomal small subunit biogenesis;GO:0006364//rRNA processingK14560//U3 small nucleolar ribonucleoprotein protein IMP3NP_594903.1//U3 snoRNP-associated protein Imp3 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Imp3 (imp3), mRNA
2539683 NM_001021301.266.92 66.65 90.26 cwf25 GO:0005684//U2-type spliceosomal complex;GO:0005737//cytoplasmNA GO:0045292//mRNA cis splicing, via spliceosomeK13107//RNA-binding motif protein, X-linked 2;K18626//trichohyalin;K07203//serine/threonine-protein kinase mTOR [EC:2.7.11.1]NP_595394.1//complexed with Cdc5 protein Cwf25 [Schizosaccharomyces pombe 972h-]protein Cwf25 (cwf25), mRNA
2538976 NM_001023493.243.12 44.75 18.16 pca1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0008973//phosphopentomutase activity;GO:0004197//cysteine-type endopeptidase activity;GO:0004614//phosphoglucomutase activity;GO:0016868//intramolecular transferase activity, phosphotransferasesGO:0006006//glucose metabolic process;GO:0051603//proteolysis involved in cellular protein catabolic process;GO:0005975//carbohydrate metabolic process;GO:0006915//apoptotic processK01835//phosphoglucomutase [EC:5.4.2.2]NP_588504.1//phosphoglucomutase (predicted) [Schizosaccharomyces pombe 972h-]metacaspase Pca1 (pca1), mRNA
2543328 NM_001019248.240.77 43.8 44.71 SPAC4A8.07cGO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0031902//late endosome membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membrane;GO:0000139//Golgi membraneGO:0004143//diacylglycerol kinase activity;GO:0003951//NAD+ kinase activity;GO:0005524//ATP binding;GO:0017050//D-erythro-sphingosine kinase activity;GO:0008481//sphinganine kinase activityGO:0046520//sphingoid biosynthetic process;GO:0019722//calcium-mediated signalingK04718//sphingosine kinase [EC:2.7.1.91]NP_593818.1//sphingoid long chain base kinase (predicted) [Schizosaccharomyces pombe 972h-]putative sphinganine kinase (SPAC4A8.07c), mRNA
2540961 NM_001021892.269.47 68.41 53.19 sec63 GO:0005783//endoplasmic reticulum;GO:0005938//cell cortex;GO:0005635//nuclear envelope;GO:0005622//intracellular;GO:0031207//Sec62/Sec63 complex;GO:0016021//integral component of membrane;GO:0005637//nuclear inner membrane;GO:0005789//endoplasmic reticulum membraneGO:0008565//protein transporter activity;GO:0030544//Hsp70 protein bindingGO:0006614//SRP-dependent cotranslational protein targeting to membrane;GO:0006620//posttranslational protein targeting to endoplasmic reticulum membrane;GO:0031204//posttranslational protein targeting to membrane, translocationK09540//translocation protein SEC63NP_595985.1//ER protein translocation subcomplex subunit Sec63 (predicted) [Schizosaccharomyces pombe 972h-]putative translocation subcomplex subunit Sec63 (sec63), mRNA
2539298 NM_001022822.252.59 53.3 40.48 gyp3 GO:0012505//endomembrane system;GO:0005829//cytosol;GO:0005622//intracellular;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0090630//activation of GTPase activity;GO:0007015//actin filament organization;GO:0031338//regulation of vesicle fusion;GO:0006887//exocytosisK19953//TBC1 domain family member 6NP_587829.1//GTPase activating protein Gyp3 (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein Gyp3 (gyp3), mRNA
2542889 NM_001019589.265.24 67.64 43.53 SPAC8E11.04cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016787//hydrolase activity;GO:0008474//palmitoyl-(protein) hydrolase activity;GO:0052689//carboxylic ester hydrolase activityGO:0006631//fatty acid metabolic process;GO:0002084//protein depalmitoylationK06130//lysophospholipase II [EC:3.1.1.5];K06128//lysophospholipase I [EC:3.1.1.5]NP_594165.1//phospholipase (predicted) [Schizosaccharomyces pombe 972h-]putative phospholipase (SPAC8E11.04c), mRNA

14217705 NM_001355819.155.42 58.01 21.69 new19 GO:0005634//nucleus;GO:0031090//organelle membrane;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005829//cytosol;GO:0005655//nucleolar ribonuclease P complex;GO:0005787//signal peptidase complexGO:0046872//metal ion binding;GO:0008233//peptidase activity;GO:0004526//ribonuclease P activityGO:0045047//protein targeting to ER;GO:0006465//signal peptide processing;GO:0008033//tRNA processingK12946//signal peptidase complex subunit 1 [EC:3.4.-.-];K03540//ribonuclease P protein subunit RPR2 [EC:3.1.26.5]NP_596472.1//RNase P subunit Rpr2 (predicted) [Schizosaccharomyces pombe 972h-]putative signal peptidase complex subunit Spc1 (new19), partial mRNA
2542905 NM_001018232.277.54 78.5 30.43 trs33 GO:0030008//TRAPP complex;GO:0005802//trans-Golgi network;GO:0005801//cis-Golgi networkNA GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK20304//trafficking protein particle complex subunit 6NP_592831.2//TRAPP complex subunit Trs33 (predicted) [Schizosaccharomyces pombe 972h-]putative TRAPP complex subunit Trs33 (trs33), mRNA
2543384 NM_001020052.268.51 70.87 65.12 SPAC637.06 GO:0005789//endoplasmic reticulum membrane;GO:0000136//alpha-1,6-mannosyltransferase complex;GO:0000139//Golgi membraneGO:0000009//alpha-1,6-mannosyltransferase activity;GO:0031278//alpha-1,2-galactosyltransferase activityGO:0000032//cell wall mannoprotein biosynthetic process;GO:0007114//cell budding;GO:0042125//protein galactosylation;GO:0006487//protein N-linked glycosylation;GO:0000917//division septum assembly;GO:0009272//fungal-type cell wall biogenesisK05531 NP_594624.1//alpha-1,2-galactosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative alpha-1,2-galactosyltransferase (SPAC637.06), mRNA
2540134 NM_001021481.250.38 46.83 35.9 SPBC17A3.03cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004725//protein tyrosine phosphatase activityGO:0007015//actin filament organization;GO:0006897//endocytosisK18045 NP_595585.2//phosphoprotein phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoprotein phosphatase (SPBC17A3.03c), mRNA
2540686 NM_001021911.274.36 72.82 59.19 bdc1 GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0000790//nuclear chromatinNA GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylation;GO:0006974//cellular response to DNA damage stimulusK11321//bromodomain-containing protein 8NP_596003.1//bromodomain containing protein 1, Bdc1 [Schizosaccharomyces pombe 972h-]bromodomain-containing protein 1 (bdc1), mRNA
2542366 NM_001019091.263.91 70.73 22.78 hst4 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0031934//mating-type region heterochromatin;GO:0000790//nuclear chromatin;GO:1902377//nuclear rDNA heterochromatin;GO:1990707//nuclear subtelomeric heterochromatin;GO:0005730//nucleolus;GO:0005739//mitochondrion;GO:0031618//nuclear pericentric heterochromatinGO:0046872//metal ion binding;GO:0070403//NAD+ binding;GO:0017136//NAD-dependent histone deacetylase activityGO:1990414//replication-born double-strand break repair via sister chromatid exchange;GO:0006351//transcription, DNA-templated;GO:1990679//histone H4-K12 deacetylation;GO:0006348//chromatin silencing at telomere;GO:0030702//chromatin silencing at centromere;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0060303//regulation of nucleosome density;GO:0071572//histone H3-K56 deacetylation;GO:0031508//pericentric heterochromatin assembly;GO:0046459//short-chain fatty acid metabolic process;GO:1990383//cellular response to biotin starvation;GO:0006974//cellular response to DNA damage stimulus;GO:0016575//histone deacetylation;GO:1990678//histone H4-K16 deacetylation;GO:0006282//regulation of DNA repairK11121 NP_593659.1//Sir2 family histone deacetylase Hst4 [Schizosaccharomyces pombe 972h-]Sir2 family histone deacetylase Hst4 (hst4), mRNA
2543022 NM_001019701.265.47 56.02 62.38 SPAC8C9.07 GO:0005634//nucleus;GO:0005730//nucleolusNA GO:0030490//maturation of SSU-rRNANA NP_594278.1//rRNA processing protein Fyv7 (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA processing protein Fyv7 (SPAC8C9.07), mRNA
2541378 NM_001022449.263.29 59.39 25.04 ubp3 GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:1905538//polysome bindingGO:0071629//cytoplasm protein quality control by the ubiquitin-proteasome system;GO:0016579//protein deubiquitination;GO:0060628//regulation of ER to Golgi vesicle-mediated transportK11841//ubiquitin carboxyl-terminal hydrolase 10 [EC:3.4.19.12]NP_596528.1//ubiquitin C-terminal hydrolase Ubp3 [Schizosaccharomyces pombe 972h-]ubiquitin hydrolase Ubp3 (ubp3), mRNA
2539284 NM_001023210.271.56 68.71 72.43 SPCC584.15cGO:0005829//cytosol;GO:0032153//cell division siteGO:0005509//calcium ion bindingGO:0070086//ubiquitin-dependent endocytosisK20062 NP_588220.1//arrestin/PY protein 2 [Schizosaccharomyces pombe 972h-]arrestin/PY protein 2 (SPCC584.15c), mRNA

NR_149893.1 NR_149893.1 64.1 75.85 48.24 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.105), miscRNA
2539670 NM_001022483.259.84 69.23 68.79 did2 GO:0005770//late endosome;GO:0005622//intracellular;GO:0000815//ESCRT III complexNA GO:0032511//late endosome to vacuole transport via multivesicular body sorting pathway;GO:0006623//protein targeting to vacuole;GO:0007034//vacuolar transport;GO:0043162//ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathwayK12197//charged multivesicular body protein 1NP_596562.2//ESCRT III complex subunit Did2 (predicted) [Schizosaccharomyces pombe 972h-]putative ESCRT III complex subunit Did2 (did2), mRNA
2541482 NM_001019970.262.16 58.56 44.49 SPAC23D3.03cGO:0012505//endomembrane system;GO:0005794//Golgi apparatus;GO:0005622//intracellularGO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0090630//activation of GTPase activity;GO:0031338//regulation of vesicle fusion;GO:0016192//vesicle-mediated transportK20167//TBC1 domain family member 14NP_594541.1//GTPase activating protein (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein (SPAC23D3.03c), mRNA
9407127 NM_001355778.151.18 53.71 28.2 SPBC29A10.17GO:0005783//endoplasmic reticulum;GO:0031090//organelle membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0009055//electron transfer activity;GO:0046872//metal ion bindingGO:0006696//ergosterol biosynthetic process;GO:0055114//oxidation-reduction processK00326//cytochrome-b5 reductase [EC:1.6.2.2];K00101;K19703//4-hydroxysphinganine ceramide fatty acyl 2-hydroxylase [EC:1.14.18.6]XP_002788941.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC29A10.17), mRNA
2540924 NM_001021943.273.35 56.33 29.53 SPBC365.04cGO:0005634//nucleus;GO:0030686//90S preribosome;GO:0005730//nucleolusGO:0030515//snoRNA binding;GO:0003723//RNA binding;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0042274//ribosomal small subunit biogenesisK14789//nucleolar protein 6NP_596033.1//RNA-binding protein, involved in ribosome biogenesis (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding and ribosome biogenesis protein (SPBC365.04c), partial mRNA
2540374 NM_001022485.247.03 46.04 23.2 SPBC31F10.02GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0047617//acyl-CoA hydrolase activityGO:0006631//fatty acid metabolic process;GO:0006637//acyl-CoA metabolic processK17362//acyl-coenzyme A thioesterase 13 [EC:3.1.2.-]NP_596564.1//acyl-CoA thioesterase (predicted) [Schizosaccharomyces pombe 972h-]putative acyl-CoA thioesterase (SPBC31F10.02), mRNA
2542556 NM_001019528.263.31 61.11 20.41 SPAC6G10.07GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005845//mRNA cap binding complex;GO:0030529//intracellular ribonucleoprotein complex;GO:0005829//cytosol;GO:0048471//perinuclear region of cytoplasm;GO:0005846//nuclear cap binding complexGO:0003729//mRNA binding;GO:0000339//RNA cap binding;GO:0000340//RNA 7-methylguanosine cap bindingGO:0006396//RNA processing;GO:0006406//mRNA export from nucleus;GO:0000398//mRNA splicing, via spliceosome;GO:0000184//nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0045292//mRNA cis splicing, via spliceosome;GO:0051028//mRNA transport;GO:0031053//primary miRNA processingK12882//nuclear cap-binding protein subunit 1NP_594104.1//nuclear cap-binding complex large subunit (predicted) [Schizosaccharomyces pombe 972h-]putative nuclear cap-binding complex large subunit (SPAC6G10.07), mRNA
2540917 NM_001021365.263.38 60.82 88.61 skp1 GO:0043291//RAVE complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0017117//single-stranded DNA-dependent ATP-dependent DNA helicase complex;GO:0019005//SCF ubiquitin ligase complex;GO:0043224//nuclear SCF ubiquitin ligase complexGO:0061630//ubiquitin protein ligase activity;GO:0016874//ligase activityGO:0045841//negative regulation of mitotic metaphase/anaphase transition;GO:0051301//cell division;GO:0031146//SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0030163//protein catabolic process;GO:0006974//cellular response to DNA damage stimulus;GO:0060542//regulation of strand invasion;GO:0101026//nuclear membrane biogenesis involved in mitotic nuclear division;GO:0006998//nuclear envelope organizationK03094//S-phase kinase-associated protein 1NP_595455.1//SCF ubiquitin ligase complex subunit Skp1 [Schizosaccharomyces pombe 972h-]SCF ubiquitin ligase complex subunit Skp1 (skp1), mRNA
2543029 NM_001019818.268.52 65.4 46.03 SPAC11G7.01GO:0016021//integral component of membraneNA NA K19898 NP_594395.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC11G7.01), mRNA
2541118 NM_001021255.260.56 60.33 84.02 mim1 GO:0031307//integral component of mitochondrial outer membrane;GO:0005741//mitochondrial outer membrane;GO:0005739//mitochondrionNA GO:0045040//protein import into mitochondrial outer membrane;GO:0070096//mitochondrial outer membrane translocase complex assemblyK03217//YidC/Oxa1 family membrane protein insertaseNP_595347.1//mitochondrial TOM complex assembly protein Mim1 (predicted) [Schizosaccharomyces pombe 972h-]putative TOM complex assembly protein Mim1 (mim1), mRNA
2539525 NM_001022684.242.28 42.44 12.92 SPCC613.01 GO:0051286//cell tip;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0032153//cell division site;GO:0005737//cytoplasmGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportNA NP_587689.2//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPCC613.01), mRNA
2538696 NM_001023554.260.83 63.1 37.57 SPCC569.06 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneNA NA NA NP_588567.1//hypothetical protein SPCC569.06 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC569.06), mRNA
2539869 NM_001356226.153.93 58.02 27.46 cdc2 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:1990023//mitotic spindle midzone;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0000775//chromosome, centromeric region;GO:0000307//cyclin-dependent protein kinase holoenzyme complex;GO:0005829//cytosol;GO:0035974//meiotic spindle pole bodyGO:0008353//RNA polymerase II carboxy-terminal domain kinase activity;GO:0004693//cyclin-dependent protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0097472//cyclin-dependent protein kinase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0072435//response to mitotic G2 DNA damage checkpoint signaling;GO:0010468//regulation of gene expression;GO:0072429//response to intra-S DNA damage checkpoint signaling;GO:0031031//positive regulation of septation initiation signaling;GO:1903467//negative regulation of mitotic DNA replication initiation;GO:0031138//negative regulation of conjugation with cellular fusion;GO:1904537//negative regulation of mitotic telomere tethering at nuclear periphery;GO:1902424//negative regulation of attachment of mitotic spindle microtubules to kinetochore;GO:0098783//correction of merotelic kinetochore attachment, mitotic;GO:0016572//histone phosphorylation;GO:0031536//positive regulation of exit from mitosis;GO:1905785//negative regulation of anaphase-promoting complex-dependent catabolic process;GO:1900087//positive regulation of G1/S transition of mitotic cell cycle;GO:0007089//traversing start control point of mitotic cell cycle;GO:0030154//cell differentiation;GO:1990820//response to mitotic DNA integrity checkpoint signaling;GO:0001100//negative regulation of exit from mitosis;GO:1903380//positive regulation of mitotic chromosome condensation;GO:0051446//positive regulation of meiotic cell cycle;GO:1902845//negative regulation of mitotic spindle elongation;GO:2001033//negative regulation of double-strand break repair via nonhomologous end joining;GO:1905168//positive regulation of double-strand break repair via homologous recombination;GO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:1903465//positive regulation of mitotic cell cycle DNA replication;GO:0042307//positive regulation of protein import into nucleusK04563 NP_595629.1//cyclin-dependent protein kinase Cdk1/Cdc2 [Schizosaccharomyces pombe 972h-]cyclin-dependent protein kinase Cdk1/Cdc2 (cdc2), mRNA
2542607 NM_001018281.269.43 60.82 20.45 SPAC18B11.02cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0009982//pseudouridine synthase activityGO:0031119//tRNA pseudouridine synthesis;GO:0000455//enzyme-directed rRNA pseudouridine synthesis;GO:0001522//pseudouridine synthesisK15454;K14655NP_592881.1//tRNA pseudouridylate synthase (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA pseudouridylate synthase (SPAC18B11.02c), mRNA
2539361 NM_001023233.271.79 62.02 68.8 SPCC162.01cGO:0005634//nucleus;GO:0071011//precatalytic spliceosome;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0003723//RNA bindingGO:0008380//RNA splicing;GO:0045292//mRNA cis splicing, via spliceosomeK12846//U4/U6.U5 tri-snRNP-associated protein 3NP_588243.1//U4/U6 x U5 tri-snRNP complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative U4/U5/U6 small nuclear ribonucleoprotein complex subunit (SPCC162.01c), mRNA
2543260 NM_001018939.247.03 53.84 50.3 urg2 GO:0005634//nucleus;GO:0005829//cytosolGO:0016757//transferase activity, transferring glycosyl groups;GO:0004849//uridine kinase activity;GO:0004845//uracil phosphoribosyltransferase activity;GO:0005525//GTP bindingGO:0009116//nucleoside metabolic process;GO:0008655//pyrimidine-containing compound salvage;GO:0043097//pyrimidine nucleoside salvage;GO:0006206//pyrimidine nucleobase metabolic process;GO:0044206//UMP salvageK00761//uracil phosphoribosyltransferase [EC:2.4.2.9]NP_593505.2//uracil phosphoribosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative uracil phosphoribosyltransferase (urg2), mRNA
2539495 NM_001023392.281.65 75.56 83.25 ptc1 GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:1990439//MAP kinase serine/threonine phosphatase activity;GO:0004724//magnesium-dependent protein serine/threonine phosphatase activity;GO:0004722//protein serine/threonine phosphatase activityGO:0070262//peptidyl-serine dephosphorylation;GO:1900034//regulation of cellular response to heat;GO:0071470//cellular response to osmotic stress;GO:0035970//peptidyl-threonine dephosphorylation;GO:0032873//negative regulation of stress-activated MAPK cascadeK19704 NP_588401.1//protein phosphatase 2C Ptc1 [Schizosaccharomyces pombe 972h-]protein phosphatase 2C Ptc1 (ptc1), mRNA
2541923 NM_001018577.262.92 59.72 24.54 SPAC23C4.09cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005886//plasma membrane;GO:0032153//cell division siteGO:0005525//GTP binding;GO:0003690//double-stranded DNA binding;GO:0003924//GTPase activityGO:0090338//positive regulation of formin-nucleated actin cable assembly;GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0000226//microtubule cytoskeleton organization;GO:0030036//actin cytoskeleton organization;GO:0010590//regulation of cell separation after cytokinesis;GO:0045921//positive regulation of exocytosis;GO:0030950//establishment or maintenance of actin cytoskeleton polarity;GO:0017157//regulation of exocytosis;GO:0012501//programmed cell death;GO:0051301//cell division;GO:0007264//small GTPase mediated signal transduction;GO:0007049//cell cycleK06875//programmed cell death protein 5;K07975NP_001018193.1//Rho family GTPase Rho3 [Schizosaccharomyces pombe 972h-]putative DNA-binding TFAR19-related protein (SPAC23C4.09c), mRNA
2539441 NM_001355890.158.1 60.77 36.71 SPCPJ732.02cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004856//xylulokinase activity;GO:0005524//ATP bindingGO:0005997//xylulose metabolic process;GO:0042732//D-xylose metabolic process;GO:0005998//xylulose catabolic processK00854//xylulokinase [EC:2.7.1.17]NP_587930.1//xylulose kinase (predicted) [Schizosaccharomyces pombe 972h-]putative xylulose kinase (SPCPJ732.02c), mRNA
2540098 NM_001021202.265.43 67.55 44.99 SPBC119.18 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005739//mitochondrionNA GO:0045332//phospholipid translocation;GO:0007006//mitochondrial membrane organization;GO:0033108//mitochondrial respiratory chain complex assemblyK17968//TRIAP1/MDM35 family proteinNP_595295.1//mitochondrial distribution and morphology protein Mdm35 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Mdm35 (SPBC119.18), mRNA
2542605 NM_001019855.264.69 73.43 34.23 coq9 GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0008289//lipid bindingGO:0006744//ubiquinone biosynthetic processK18587//ubiquinone biosynthesis protein COQ9NP_594426.1//ubiquinone biosynthesis protein Coq9 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquinone biosynthesis protein Coq9 (coq9), mRNA
2543302 NM_001019198.2 55 69.14 56.05 SPAC6B12.13GO:0005634//nucleus;GO:0005829//cytosol;GO:0000164//protein phosphatase type 1 complexGO:0004864//protein phosphatase inhibitor activity;GO:0004865//protein serine/threonine phosphatase inhibitor activity;GO:0008157//protein phosphatase 1 bindingGO:0032515//negative regulation of phosphoprotein phosphatase activityK17553//protein phosphatase 1 regulatory subunit 11NP_593768.1//protein phosphatase inhibitor (predicted) [Schizosaccharomyces pombe 972h-]putative protein phosphatase inhibitor (SPAC6B12.13), mRNA
2543317 NM_001019270.267.07 72.96 37.02 ptf1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0036410//Mst2 histone acetyltransferase complex;GO:0005737//cytoplasmGO:0016791//phosphatase activityGO:0016569//covalent chromatin modification;GO:0006974//cellular response to DNA damage stimulusNA NP_593841.1//phosphoric monoester hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoric monoester hydrolase (ptf1), mRNA
2540877 NM_001022022.263.91 64.45 26.74 SPBC4F6.05cGO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0030246//carbohydrate bindingGO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK10080//lectin, mannose-binding 1NP_596105.1//lectin family glycoprotein receptor (predicted) [Schizosaccharomyces pombe 972h-]putative lectin family glycoprotein receptor (SPBC4F6.05c), mRNA

NR_150520.1 NR_150520.1 71.31 91.95 23.02 NA GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046983//protein dimerization activityGO:1900735//positive regulation of flocculation;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK09265 NP_596507.1//MADS-box transcription factor Pvg4 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1626), miscRNA
2540365 NM_001356232.169.65 67.05 26.68 SPBC2F12.10GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK17439//large subunit ribosomal protein L35NP_595706.2//mitochondrial ribosomal protein subunit L35 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L35 (SPBC2F12.10), mRNA
2542330 NM_001019645.266.54 69.2 31.2 SPAC16E8.10cGO:0005840//ribosome;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrionGO:0003729//mRNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0000028//ribosomal small subunit assembly;GO:0032543//mitochondrial translation;GO:0006412//translationK02992//small subunit ribosomal protein S7NP_594222.2//mitochondrial ribosomal protein subunit S7 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S7 (SPAC16E8.10c), mRNA
2542706 NM_001020421.240.08 54.87 39.83 SPAC29B12.13GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0016846//carbon-sulfur lyase activity;GO:0051907//S-(hydroxymethyl)glutathione synthase activityGO:0008152//metabolic process;GO:0046294//formaldehyde catabolic processNA NP_594990.1//S-(hydroxymethyl)glutathione synthase [Schizosaccharomyces pombe 972h-]S-(hydroxymethyl)glutathione synthase (SPAC29B12.13), mRNA
3361178 NM_001020945.211.86 43.79 482.04 SPBPB21E7.04cGO:0000324//fungal-type vacuole;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0008171//O-methyltransferase activity;GO:0016206//catechol O-methyltransferase activity;GO:0102938//orcinol O-methyltransferase activity;GO:0102084//L-dopa O-methyltransferase activityGO:0006584//catecholamine metabolic processK00545//catechol O-methyltransferase [EC:2.1.1.6]NP_001018770.1//catechol O-methyltransferase 2 [Schizosaccharomyces pombe 972h-]catechol O-methyltransferase 2 (SPBPB21E7.04c), mRNA
2540833 NM_001021642.247.51 48.41 36.3 SPBC18H10.20cGO:0005634//nucleus;GO:0005829//cytosol;GO:0030136//clathrin-coated vesicleGO:0030674//protein binding, bridgingGO:2000397//positive regulation of ubiquitin-dependent endocytosis;GO:1905533//negative regulation of leucine import across plasma membraneK20059 NP_595744.1//endocytosis regulator (predicted) [Schizosaccharomyces pombe 972h-]putative endocytosis regulator (SPBC18H10.20c), mRNA
2542814 NM_001019115.269.07 73.16 57.53 alp11 GO:0005634//nucleus;GO:0005874//microtubule;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0007021//tubulin complex assembly;GO:0031122//cytoplasmic microtubule organizationK17262//tubulin-folding cofactor BNP_593683.2//tubulin specific chaperone cofactor B [Schizosaccharomyces pombe 972h-]tubulin-specific chaperone cofactor B (alp11), mRNA
2540957 NM_001021371.229.74 30.66 25.23 meu18 GO:0005635//nuclear envelope;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_595461.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein meu18 (meu18), mRNA
2539462 NM_001023250.246.56 45.99 48.3 vps35 GO:0005768//endosome;GO:0030904//retromer complex;GO:0005770//late endosome;GO:0005829//cytosolGO:0008565//protein transporter activityGO:0006886//intracellular protein transport;GO:0042147//retrograde transport, endosome to GolgiK18468//vacuolar protein sorting-associated protein 35NP_588260.2//retromer complex subunit Vps35 [Schizosaccharomyces pombe 972h-]retromer complex subunit Vps35 (vps35), mRNA
2542206 NM_001019662.246.68 47.93 27.21 osm1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0000104//succinate dehydrogenase activity;GO:0016156//fumarate reductase (NADH) activityGO:0006099//tricarboxylic acid cycle;GO:0006106//fumarate metabolic processK18561 NP_594239.1//fumerate reductase (predicted) [Schizosaccharomyces pombe 972h-]putative fumerate reductase (osm1), mRNA
2541351 NM_001022107.264.29 54.51 25.66 SPBP4H10.14cGO:0051286//cell tip;GO:0005829//cytosol;GO:0032153//cell division siteNA NA NA NP_596188.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBP4H10.14c), mRNA
2542042 NM_001019872.277.87 77.68 78.93 SPAC23A1.14cGO:0005737//cytoplasmGO:0004123//cystathionine gamma-lyase activity;GO:0003824//catalytic activity;GO:0016740//transferase activity;GO:0030170//pyridoxal phosphate binding;GO:0003962//cystathionine gamma-synthase activityGO:0006790//sulfur compound metabolic process;GO:0019346//transsulfuration;GO:0019343//cysteine biosynthetic process via cystathionine;GO:0071266//'de novo' L-methionine biosynthetic processK01760//cystathionine beta-lyase [EC:4.4.1.8];K01739//cystathionine gamma-synthase [EC:2.5.1.48]NP_594443.1//cystathionine gamma-synthase-like protein [Schizosaccharomyces pombe 972h-]cystathionine gamma-synthase-like protein (SPAC23A1.14c), mRNA
2541043 NM_001021381.259.11 62.81 36.08 sec66 GO:0005783//endoplasmic reticulum;GO:0031207//Sec62/Sec63 complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0006620//posttranslational protein targeting to endoplasmic reticulum membrane;GO:0031204//posttranslational protein targeting to membrane, translocationK12273 NP_595471.1//ER protein translocation subcomplex subunit Sec66 (predicted) [Schizosaccharomyces pombe 972h-]putative translocation subcomplex subunit Sec66 (sec66), mRNA
2542251 NM_001020302.264.61 63.16 59.36 SPAC29A4.09GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0004527//exonuclease activityGO:0006364//rRNA processing;GO:0000967//rRNA 5'-end processingK14851//ribosomal RNA-processing protein 17NP_594873.1//rRNA exonuclease Rrp17 (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA exonuclease Rrp17 (SPAC29A4.09), mRNA
2540061 NM_001021200.261.11 67.03 32.99 SPBC119.12 GO:0005794//Golgi apparatus;GO:0005796//Golgi lumenNA GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK20361 NP_595293.1//Golgi matrix protein (predicted) [Schizosaccharomyces pombe 972h-]putative GRIP domain-containing protein (SPBC119.12), mRNA
2543592 NM_001020188.271.69 72.62 28.57 nup37 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0005829//cytosol;GO:0031080//nuclear pore outer ring;GO:0000159//protein phosphatase type 2A complexGO:0019888//protein phosphatase regulator activityGO:0006913//nucleocytoplasmic transportK14302//nuclear pore complex protein Nup37NP_594761.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (nup37), mRNA
2539865 NM_001021804.265.6 57.6 90.4 cnt5 GO:0005829//cytosol;GO:0005886//plasma membraneGO:0046872//metal ion binding;GO:0005543//phospholipid binding;GO:0005096//GTPase activator activityGO:0007264//small GTPase mediated signal transductionK12488//Arf-GAP with SH3 domain, ANK repeat and PH domain-containing proteinNP_595897.1//Centaurin 5 [Schizosaccharomyces pombe 972h-]Centaurin 5 (cnt5), mRNA
2540496 NM_001021020.276.09 69.42 5.86 SPBC800.11 GO:0005788//endoplasmic reticulum lumen;GO:0005783//endoplasmic reticulum;GO:0005829//cytosolGO:0008477//purine nucleosidase activityGO:0042278//purine nucleoside metabolic process;GO:0006152//purine nucleoside catabolic processK01240 NP_595113.1//inosine-uridine preferring nucleoside hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative inosine-uridine-preferring nucleoside hydrolase (SPBC800.11), mRNA
2541078 NM_001021378.263.71 76.6 23.97 SPBC409.18 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0000810//diacylglycerol diphosphate phosphatase activity;GO:0008195//phosphatidate phosphatase activityGO:0006644//phospholipid metabolic processK18693//diacylglycerol diphosphate phosphatase / phosphatidate phosphatase [EC:3.1.3.81 3.1.3.4]NP_595468.1//phosphatidic acid phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphatidic acid phosphatase (SPBC409.18), mRNA
2543336 NM_001019493.262.77 55.14 42.72 end4 GO:0035840//old growing cell tip;GO:0030479//actin cortical patch;GO:0031097//medial cortex;GO:0035841//new growing cell tip;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0003779//actin binding;GO:0030276//clathrin binding;GO:0030674//protein binding, bridging;GO:0005546//phosphatidylinositol-4,5-bisphosphate binding;GO:0005543//phospholipid bindingGO:0030036//actin cytoskeleton organization;GO:0006897//endocytosis;GO:0030866//cortical actin cytoskeleton organization;GO:0034613//cellular protein localization;GO:0030950//establishment or maintenance of actin cytoskeleton polarityK20040//huntingtin-interacting protein 1-related proteinNP_594069.2//endocytosis protein [Schizosaccharomyces pombe 972h-]endocytosis protein (end4), mRNA
2540814 NM_001022346.261.65 65.71 32.41 atg5 GO:0005634//nucleus;GO:0005829//cytosol;GO:0034274//Atg12-Atg5-Atg16 complex;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membraneNA GO:0006810//transport;GO:0006501//C-terminal protein lipidation;GO:0000422//autophagy of mitochondrion;GO:0006995//cellular response to nitrogen starvation;GO:0051321//meiotic cell cycle;GO:0006914//autophagy;GO:0044804//autophagy of nucleus;GO:0000045//autophagosome assembly;GO:0015031//protein transport;GO:0016236//macroautophagyK08339//autophagy-related protein 5NP_596427.1//autophagy associated protein Atg5 [Schizosaccharomyces pombe 972h-]autophagy-associated protein Atg5 (atg5), mRNA
2542891 NM_001018728.263.47 61.06 45.73 par2 GO:0005634//nucleus;GO:0051286//cell tip;GO:0000159//protein phosphatase type 2A complex;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0019888//protein phosphatase regulator activityGO:0007165//signal transduction;GO:0031030//negative regulation of septation initiation signalingK11584//serine/threonine-protein phosphatase 2A regulatory subunit B'NP_593298.1//protein phosphatase regulatory subunit Par2 [Schizosaccharomyces pombe 972h-]protein phosphatase regulatory subunit Par2 (par2), mRNA
2543404 NM_001019120.254.68 54.42 12.65 chz1 GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0003729//mRNA bindingGO:0051321//meiotic cell cycle;GO:0000288//nuclear-transcribed mRNA catabolic process, deadenylation-dependent decayK17944 NP_593687.1//meiotic PUF family protein 1 (predicted) [Schizosaccharomyces pombe 972h-]putative histone chaperone Chz1 (chz1), mRNA
2541831 NM_001355990.199.25 115.81 126.95 sib2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0050661//NADP binding;GO:0031172//ornithine N5-monooxygenase activity;GO:0016787//hydrolase activity;GO:0050660//flavin adenine dinucleotide binding;GO:0004497//monooxygenase activityGO:0009056//catabolic process;GO:0031169//ferrichrome biosynthetic processK10531 NP_593103.1//ornithine N5 monooxygenase (predicted) [Schizosaccharomyces pombe 972h-]putative ornithine N5 monooxygenase (sib2), mRNA
2542780 NM_001018878.264.2 63.81 27.34 tim14 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0001405//presequence translocase-associated import motorGO:0001671//ATPase activator activity;GO:0051082//unfolded protein binding;GO:0030544//Hsp70 protein bindingGO:0030150//protein import into mitochondrial matrixK09539//DnaJ homolog subfamily C member 19NP_593445.1//TIM23 translocase complex subunit Tim14 (predicted) [Schizosaccharomyces pombe 972h-]putative TIM23 translocase complex subunit Tim14 (tim14), mRNA
2543538 NM_001019772.262.13 62.36 36.61 pta1 GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complexNA GO:0006379//mRNA cleavage;GO:0006378//mRNA polyadenylation;GO:0008033//tRNA processingK06100//symplekinNP_594351.2//mRNA cleavage and polyadenylation specificity factor complex subunit Pta1 [Schizosaccharomyces pombe 972h-]cleavage and polyadenylation specificity factor complex subunit Pta1 (pta1), mRNA
2542124 NM_001019207.248.49 48.52 29.83 SPAC19A8.14GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004045//aminoacyl-tRNA hydrolase activityGO:0032543//mitochondrial translationK04794//peptidyl-tRNA hydrolase, PTH2 family [EC:3.1.1.29]NP_593778.1//aminoacyl-tRNA hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative aminoacyl-tRNA hydrolase (SPAC19A8.14), mRNA
2542496 NM_001019656.267.06 59.47 69.66 kap95 GO:0042564//NLS-dependent protein nuclear import complex;GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0000176//nuclear exosome (RNase complex);GO:1990023//mitotic spindle midzone;GO:0005737//cytoplasmGO:0005087//Ran guanyl-nucleotide exchange factor activity;GO:0061676//importin-alpha family protein binding;GO:0008565//protein transporter activity;GO:0097718//disordered domain specific bindingGO:0006612//protein targeting to membrane;GO:0060188//regulation of protein desumoylation;GO:0006606//protein import into nucleus;GO:0006656//phosphatidylcholine biosynthetic process;GO:0051292//nuclear pore complex assemblyK14293//importin subunit beta-1XP_013022640.1//karyopherin Kap95 [Schizosaccharomyces cryophilus OY26]karyopherin Kap95 (kap95), mRNA
3361329 NM_001022277.154.09 52.05 23.87 SPBC25H2.10cGO:0005634//nucleus;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0016740//transferase activityGO:0006400//tRNA modification;GO:0051391//tRNA acetylationK06963//tRNA acetyltransferase TAN1NP_001018836.1//tRNA acetyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA acetyltransferase (SPBC25H2.10c), partial mRNA
2538978 NM_001022939.355.9 59.67 22.23 SPCC1020.11cGO:0072546//ER membrane protein complex;GO:0005783//endoplasmic reticulumNA GO:1990456//mitochondrion-endoplasmic reticulum membrane tethering;GO:0034975//protein folding in endoplasmic reticulum;GO:0000045//autophagosome assemblyK04802//proliferating cell nuclear antigenNP_587948.2//ER membrane protein complex subunit 6 (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1020.11c), mRNA
2543589 NM_001020185.259.84 57.48 35.65 wsp1 GO:0030479//actin cortical patch;GO:0031097//medial cortex;GO:0043332//mating projection tipGO:0003779//actin bindingGO:1903475//mitotic actomyosin contractile ring assembly;GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0000147//actin cortical patch assembly;GO:0044397//actin cortical patch internalization;GO:0045010//actin nucleation;GO:1902404//mitotic actomyosin contractile ring contraction;GO:0006897//endocytosis;GO:2000601//positive regulation of Arp2/3 complex-mediated actin nucleation;GO:0030838//positive regulation of actin filament polymerization;GO:0030041//actin filament polymerizationK05747//Wiskott-Aldrich syndrome proteinNP_594758.1//actin assembly factor [Schizosaccharomyces pombe 972h-]actin assembly factor (wsp1), mRNA
2543008 NM_001020073.259.71 59.63 48.51 SPAC12B10.13GO:0005634//nucleus;GO:0000502//proteasome complex;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0034657//GID complex;GO:0005737//cytoplasmNA GO:0055085//transmembrane transport;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0045721//negative regulation of gluconeogenesisK03885 NP_594645.1//hypothetical protein SPAC12B10.13 [Schizosaccharomyces pombe 972h-]putative ubiquitin ligase complex subunit protein (SPAC12B10.13), mRNA
2542863 NM_001019137.290.67 88.36 45.56 mac1 GO:0035840//old growing cell tip;GO:0035839//non-growing cell tip;GO:0051286//cell tip;GO:0005887//integral component of plasma membrane;GO:0030428//cell septum;GO:0032153//cell division siteNA GO:0030435//sporulation resulting in formation of a cellular spore;GO:0000281//mitotic cytokinesis;GO:0007127//meiosis INA NP_593706.1//membrane anchored protein Mac1 [Schizosaccharomyces pombe 972h-]protein Mac1 (mac1), mRNA
2543396 NM_001020395.263.25 63.41 35.17 dsc4 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membrane;GO:0000139//Golgi membrane;GO:0044695//Dsc E3 ubiquitin ligase complexNA GO:0035103//sterol regulatory element binding protein cleavage;GO:0060049//regulation of protein glycosylation;GO:0016567//protein ubiquitination;GO:1900039//positive regulation of cellular response to hypoxiaK01267//aspartyl aminopeptidase [EC:3.4.11.21]NP_594964.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]protein dsc4 (dsc4), mRNA
2539002 NM_001023468.2232.35 202.07 1313.66 psi1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0051787//misfolded protein binding;GO:0051082//unfolded protein binding;GO:0030544//Hsp70 protein bindingGO:0006413//translational initiation;GO:0070843//misfolded protein transport;GO:0006457//protein folding;GO:0071630//nuclear protein quality control by the ubiquitin-proteasome system;GO:0035719//tRNA import into nucleus;GO:0002183//cytoplasmic translational initiationK09510//DnaJ homolog subfamily B member 4NP_588477.1//DNAJ domain protein, involved in translation initiation Psi1 [Schizosaccharomyces pombe 972h-]DNAJ domain-containing protein Psi1 (psi1), mRNA
2542760 NM_001018747.268.78 71.24 52.14 tim40 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0042721//mitochondrial inner membrane protein insertion complexGO:0016491//oxidoreductase activityGO:0045041//protein import into mitochondrial intermembrane spaceK17782//mitochondrial intermembrane space import and assembly protein 40NP_593316.1//TIM22 inner membrane protein import complex subunit Tim40 (predicted) [Schizosaccharomyces pombe 972h-]putative TIM22 inner membrane protein import complex subunit Tim40 (tim40), mRNA
2540597 NM_001021741.273.02 68.14 72.58 SPBC29A3.09cGO:0005829//cytosol;GO:0022626//cytosolic ribosomeGO:0043022//ribosome binding;GO:0005524//ATP binding;GO:0031369//translation initiation factor binding;GO:0016887//ATPase activityGO:0042327//positive regulation of phosphorylation;GO:0071264//positive regulation of translational initiation in response to starvation;GO:0006448//regulation of translational elongation;GO:0071232//cellular response to histidine;GO:1900247//regulation of cytoplasmic translational elongationK06158//ATP-binding cassette, subfamily F, member 3NP_595837.1//AAA family ATPase Gcn20 (predicted) [Schizosaccharomyces pombe 972h-]putative AAA family ATPase Gcn20 (SPBC29A3.09c), mRNA
2540065 NM_001023777.270.25 66.58 40.56 trp4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004048//anthranilate phosphoribosyltransferase activityGO:0000162//tryptophan biosynthetic processK00766//anthranilate phosphoribosyltransferase [EC:2.4.2.18]NP_596757.1//phosphoribosylanthranilate transferase Trp4 (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoribosylanthranilate transferase Trp4 (trp4), mRNA
2540021 NM_001022621.264.3 62.33 36.03 SPBC1347.05cGO:0005788//endoplasmic reticulum lumen;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0031072//heat shock protein binding;GO:0051082//unfolded protein binding;GO:0030544//Hsp70 protein bindingGO:0006457//protein folding;GO:0034975//protein folding in endoplasmic reticulum;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0034620//cellular response to unfolded protein;GO:0009408//response to heat;GO:0015031//protein transportK14002 NP_596697.3//DNAJ domain protein Scj1 (predicted) [Schizosaccharomyces pombe 972h-]putative DNAJ domain-containing protein Scj1 (SPBC1347.05c), mRNA
2543564 NM_001020434.249.81 74.84 115.15 SPAC922.03 GO:0005634//nucleus;GO:0005829//cytosolGO:0008660//1-aminocyclopropane-1-carboxylate deaminase activity;GO:0030170//pyridoxal phosphate bindingGO:0071941//nitrogen cycle metabolic process;GO:0009310//amine catabolic processK01505 NP_595003.1//1-aminocyclopropane-1-carboxylate deaminase (predicted) [Schizosaccharomyces pombe 972h-]putative 1-aminocyclopropane-1-carboxylate deaminase (SPAC922.03), mRNA
2539036 NM_001023490.265.2 68.68 23.45 mog1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008536//Ran GTPase bindingGO:0016973//poly(A)+ mRNA export from nucleus;GO:0051301//cell division;GO:0006606//protein import into nucleus;GO:0007049//cell cycleNA NP_588500.1//Ran GTPase binding protein Mog1 [Schizosaccharomyces pombe 972h-]Ran GTPase-binding protein Mog1 (mog1), mRNA
2540421 NM_001022158.257.34 38.89 46.05 SPBC2D10.19cGO:0005634//nucleus;GO:0005730//nucleolusNA GO:0042273//ribosomal large subunit biogenesisNA NP_596238.1//hypothetical protein SPBC2D10.19c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC2D10.19c), mRNA
2543386 NM_001019315.265.33 68.38 42.66 mrpl9 GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005762//mitochondrial large ribosomal subunit;GO:0005849//mRNA cleavage factor complex;GO:0005737//cytoplasmGO:0000048//peptidyltransferase activity;GO:0003723//RNA binding;GO:0003729//mRNA binding;GO:0003735//structural constituent of ribosomeGO:0098789//pre-mRNA cleavage required for polyadenylation;GO:0032543//mitochondrial translation;GO:0006412//translation;GO:0033621//nuclear-transcribed mRNA catabolic process, meiosis-specific transcripts;GO:0031124//mRNA 3'-end processing;GO:0006379//mRNA cleavage;GO:0006378//mRNA polyadenylationK14407//cleavage stimulation factor subunit 2;K02906//large subunit ribosomal protein L3NP_593884.1//RNA-binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L9 (mrpl9), mRNA
2539289 NM_001023304.264.04 55.87 34.51 SPCC1450.15GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0000234//phosphoethanolamine N-methyltransferase activity;GO:0016651//oxidoreductase activity, acting on NAD(P)HGO:0006506//GPI anchor biosynthetic process;GO:0006666//3-keto-sphinganine metabolic processK04708//3-dehydrosphinganine reductase [EC:1.1.1.102]NP_588314.2//pig-F (predicted) [Schizosaccharomyces pombe 972h-]putative pig-F family GPI synthesis protein (SPCC1450.15), mRNA
2539833 NM_001021620.259.6 58.77 18.4 trs20 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0030008//TRAPP complex;GO:0005801//cis-Golgi networkNA GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK20301//trafficking protein particle complex subunit 2NP_595722.1//TRAPP complex subunit Trs20 (predicted) [Schizosaccharomyces pombe 972h-]putative TRAPP complex subunit Trs20 (trs20), partial mRNA
2541929 NM_001018580.253.15 52.58 38.38 hhp2 GO:0005634//nucleus;GO:0005816//spindle pole body;GO:0033551//monopolin complex;GO:0005737//cytoplasm;GO:1990429//peroxisomal importomer complex;GO:0005794//Golgi apparatus;GO:0030688//preribosome, small subunit precursor;GO:0000407//phagophore assembly site;GO:0005739//mitochondrion;GO:0005886//plasma membraneGO:0004713//protein tyrosine kinase activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0042802//identical protein bindingGO:0038083//peptidyl-tyrosine autophosphorylation;GO:2001159//regulation of protein localization by the Cvt pathway;GO:0051455//attachment of spindle microtubules to kinetochore involved in homologous chromosome segregation;GO:0042274//ribosomal small subunit biogenesis;GO:2000370//positive regulation of clathrin-dependent endocytosis;GO:0030999//linear element assembly;GO:0048280//vesicle fusion with Golgi apparatus;GO:0010620//negative regulation of transcription by transcription factor catabolism;GO:0006897//endocytosis;GO:0042273//ribosomal large subunit biogenesis;GO:0006282//regulation of DNA repair;GO:0002098//tRNA wobble uridine modification;GO:0006281//DNA repair;GO:0045143//homologous chromosome segregation;GO:0030242//autophagy of peroxisome;GO:0008360//regulation of cell shape;GO:0060628//regulation of ER to Golgi vesicle-mediated transport;GO:0010845//positive regulation of reciprocal meiotic recombination;GO:0018105//peptidyl-serine phosphorylation;GO:0010895//negative regulation of ergosterol biosynthetic process;GO:0000045//autophagosome assemblyK14758 NP_593184.1//serine/threonine protein kinase Hhp2 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Hhp2 (hhp2), mRNA

14217884 NM_001356119.151.14 46.16 17.79 tam5 NA NA NA NA XP_004001784.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein tam5 (tam5), partial mRNA
2539009 NM_001023403.265.2 68.31 38.31 SPCC1739.04cGO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_588412.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1739.04c), mRNA
2539712 NM_001021297.241.12 34.86 19.33 med15 GO:0005634//nucleus;GO:0016592//mediator complex;GO:0000790//nuclear chromatinGO:0036033//mediator complex binding;GO:0001104//RNA polymerase II transcription cofactor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006366//transcription from RNA polymerase II promoterK15158 NP_595390.2//mediator complex subunit Med15 [Schizosaccharomyces pombe 972h-]mediator complex subunit Med15 (med15), mRNA
2540888 NM_001022030.265.99 51.07 27.29 SPBC4F6.13cGO:0070545//PeBoW complex;GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorGO:0070180//large ribosomal subunit rRNA binding;GO:0043021//ribonucleoprotein complex bindingGO:0042254//ribosome biogenesis;GO:0000466//maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14824//ribosome biogenesis protein ERB1NP_596113.2//WD repeat/BOP1NT protein (predicted) [Schizosaccharomyces pombe 972h-]putative WD repeat/BOP1NT protein (SPBC4F6.13c), mRNA
2542700 NM_001019884.271.72 110.74 115.89 bgl2 GO:0009277//fungal-type cell wall;GO:0005576//extracellular regionGO:0042973//glucan endo-1,3-beta-D-glucosidase activity;GO:0042124//1,3-beta-glucanosyltransferase activity;GO:0004338//glucan exo-1,3-beta-glucosidase activityGO:0031505//fungal-type cell wall organization;GO:0005975//carbohydrate metabolic process;GO:0070879//fungal-type cell wall beta-glucan metabolic processK01210 NP_594455.1//glucan beta-glucosidase Bgl2 (predicted) [Schizosaccharomyces pombe 972h-]putative glucan beta-glucosidase Bgl2 (bgl2), mRNA
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2543614 NM_001019295.264.92 66.88 26.86 SPAC4F8.06 GO:0005761//mitochondrial ribosome;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrion;GO:0015935//small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02950//small subunit ribosomal protein S12NP_593866.2//mitochondrial ribosomal protein subunit S12 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S12 (SPAC4F8.06), mRNA
2539369 NM_001022983.260.95 64.66 43.4 dim1 GO:0005681//spliceosomal complex;GO:0005682//U5 snRNP;GO:0046540//U4/U6 x U5 tri-snRNP complexNA GO:0000398//mRNA splicing, via spliceosome;GO:0000245//spliceosomal complex assembly;GO:0045292//mRNA cis splicing, via spliceosomeK12859//U5 snRNP protein, DIM1 familyNP_587992.1//U4/U6 x U5 tri-snRNP complex subunit Dim1 [Schizosaccharomyces pombe 972h-]U4/U6 x U5 tri-snRNP complex subunit Dim1 (dim1), mRNA
2541800 NM_001019032.261.44 65.94 49.24 SPAC732.02cGO:0005829//cytosolGO:0004331//fructose-2,6-bisphosphate 2-phosphatase activity;GO:0005524//ATP binding;GO:0003873//6-phosphofructo-2-kinase activityGO:0006006//glucose metabolic process;GO:0006003//fructose 2,6-bisphosphate metabolic process;GO:0006000//fructose metabolic processK19029//6-phosphofructo-2-kinase / fructose-2,6-biphosphatase 2 [EC:2.7.1.105 3.1.3.46]NP_593601.1//fructose-2,6-bisphosphate 2-phosphatase activity (predicted) [Schizosaccharomyces pombe 972h-]putative fructose-2,6-bisphosphate 2-phosphatase (SPAC732.02c), mRNA
2539739 NM_001021782.259.31 63.65 14.99 aim27 GO:0072546//ER membrane protein complex;GO:0005829//cytosolNA GO:0034975//protein folding in endoplasmic reticulumNA NP_595876.1//ER membrane protein complex subunit Aim27 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Aim27 (aim27), mRNA
2541418 NM_001018634.269.76 68.51 35.23 ogm1 GO:0012505//endomembrane system;GO:0031965//nuclear membrane;GO:0016021//integral component of membrane;GO:0097582//dolichyl-phosphate-mannose-protein mannosyltransferase Pmt1p-Pmt2p dimer complex;GO:0005789//endoplasmic reticulum membraneGO:0004169//dolichyl-phosphate-mannose-protein mannosyltransferase activityGO:0000032//cell wall mannoprotein biosynthetic process;GO:0035269//protein O-linked mannosylation;GO:0071712//ER-associated misfolded protein catabolic process;GO:0031505//fungal-type cell wall organization;GO:0044845//chain elongation of O-linked mannose residueK00728//dolichyl-phosphate-mannose-protein mannosyltransferase [EC:2.4.1.109]NP_593237.1//protein O-mannosyltransferase Ogm1 [Schizosaccharomyces pombe 972h-]protein O-mannosyltransferase Ogm1 (ogm1), mRNA
2541273 NM_001021477.268.29 66.59 27.71 sec31 GO:0005829//cytosol;GO:0030127//COPII vesicle coat;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmNA GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0006998//nuclear envelope organizationK14005//protein transport protein SEC31;K12765NP_595582.1//COPII-coated vesicle component Sec31 (predicted) [Schizosaccharomyces pombe 972h-]putative COPII-coated vesicle-associated protein Sec31 (sec31), mRNA
2540568 NM_001021564.254.51 55.3 70.78 SPBC28F2.08cGO:0000836//Hrd1p ubiquitin ligase complex;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016874//ligase activityGO:0030433//ubiquitin-dependent ERAD pathwayK14026//SEL1 proteinNP_595669.1//HRD ubiquitin ligase complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative HRD ubiquitin ligase complex subunit (SPBC28F2.08c), mRNA
2541244 NM_001356217.163.85 61.39 32.69 SPBC8D2.02cGO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0034424//Vps55/Vps68 complexNA GO:0032511//late endosome to vacuole transport via multivesicular body sorting pathway;GO:0006886//intracellular protein transport;GO:0016192//vesicle-mediated transportNA NP_595565.1//vacuolar sorting protein Vps68 (predicted) [Schizosaccharomyces pombe 972h-]putative sorting protein Vps68 (SPBC8D2.02c), mRNA
2542334 NM_001019639.263.09 58.4 23.43 SPAC16E8.04cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004106//chorismate mutase activityGO:0046417//chorismate metabolic process;GO:0009094//L-phenylalanine biosynthetic process;GO:0006571//tyrosine biosynthetic process;GO:0009073//aromatic amino acid family biosynthetic process;GO:0000162//tryptophan biosynthetic processK01850//chorismate mutase [EC:5.4.99.5]NP_594216.1//chorismate mutase (predicted) [Schizosaccharomyces pombe 972h-]putative chorismate mutase (SPAC16E8.04c), mRNA
2541887 NM_001020271.252.91 46.82 32.34 pik1 GO:0016020//membrane;GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005622//intracellular;GO:0005802//trans-Golgi network;GO:0005737//cytoplasmGO:0016301//kinase activity;GO:0016773//phosphotransferase activity, alcohol group as acceptor;GO:0004430//1-phosphatidylinositol 4-kinase activityGO:0050714//positive regulation of protein secretion;GO:0042998//positive regulation of Golgi to plasma membrane protein transport;GO:0006897//endocytosis;GO:0048015//phosphatidylinositol-mediated signaling;GO:0046854//phosphatidylinositol phosphorylationK19801//phosphatidylinositol 4-kinase B [EC:2.7.1.67]NP_594842.1//1-phosphatidylinositol 4-kinase Pik1 [Schizosaccharomyces pombe 972h-]1-phosphatidylinositol 4-kinase Pik1 (pik1), mRNA
2541194 NM_001021404.246.41 44.68 27.62 psf2 GO:0071162//CMG complex;GO:0005634//nucleus;GO:0000790//nuclear chromatin;GO:0031261//DNA replication preinitiation complex;GO:0031298//replication fork protection complex;GO:0005829//cytosol;GO:0043596//nuclear replication fork;GO:0000811//GINS complexNA GO:0000727//double-strand break repair via break-induced replication;GO:0007059//chromosome segregation;GO:1902975//mitotic DNA replication initiation;GO:1902969//mitotic DNA replication;GO:0032508//DNA duplex unwindingK10733//GINS complex subunit 2NP_595493.1//GINS complex subunit Psf2 [Schizosaccharomyces pombe 972h-]GINS complex subunit Psf2 (psf2), mRNA
2540048 NM_001021781.129.93 55.64 21.14 matmc_1 GO:0005634//nucleus;GO:0005816//spindle pole body;GO:0005737//cytoplasmGO:0044374//sequence-specific DNA binding, bending;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0001076//transcription factor activity, RNA polymerase II transcription factor binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0000747//conjugation with cellular fusion;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0051321//meiotic cell cycle;GO:0006355//regulation of transcription, DNA-templated;GO:0007531//mating type determination;GO:0006351//transcription, DNA-templated;GO:0010514//induction of conjugation with cellular fusionK09274 NP_595867.1//mating-type m-specific polypeptide mc 2 [Schizosaccharomyces pombe 972h-]mating-type m-specific polypeptide mc 1 (matmc_1), partial mRNA
2541064 NM_001021229.253.44 54.82 103.55 SPBC530.09cGO:0010008//endosome membrane;GO:0005770//late endosome;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0015031//protein transport;GO:0045324//late endosome to vacuole transportK10089//cation-dependent mannose-6-phosphate receptorNP_595322.1//cation dependent mannose-6-phosphate cargo receptor (predicted) [Schizosaccharomyces pombe 972h-]putative cation-dependent mannose-6-phosphate cargo receptor (SPBC530.09c), mRNA
2539953 NM_001356122.159.52 60.9 38.8 png2 GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0032221//Rpd3S complex;GO:0033698//Rpd3L complex;GO:0005829//cytosol;GO:0070210//Rpd3L-Expanded complexGO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0035064//methylated histone bindingGO:0016569//covalent chromatin modification;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylationK11396;K11319//inhibitor of growth protein 3NP_595444.1//chromatin modification-related protein [Schizosaccharomyces pombe 972h-]chromatin modification family protein Png2 (png2), mRNA
2540698 NM_001022611.256.09 72.74 2889.28 SPBC215.11cGO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityNA K05275 NP_596688.1//aldo/keto reductase family protein [Schizosaccharomyces pombe 972h-]aldo/keto reductase family protein (SPBC215.11c), mRNA
2541232 NM_001022401.269.17 76.36 37.18 mrpl38 GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosome;GO:0070180//large ribosomal subunit rRNA bindingGO:0032543//mitochondrial translation;GO:0006412//translationK02894//large subunit ribosomal protein L23eNP_596481.2//mitochondrial ribosomal protein subunit L38 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L38 (mrpl38), mRNA
2542082 NM_001020418.266.68 54.04 11.24 pgt1 GO:0005783//endoplasmic reticulum;GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0005427//proton-dependent oligopeptide secondary active transmembrane transporter activity;GO:0034634//glutathione transmembrane transporter activityGO:0006790//sulfur compound metabolic process;GO:0098709//glutathione import across plasma membrane;GO:0034775//glutathione transmembrane transport;GO:0015031//protein transportNA NP_594987.1//glutathione transporter Pgt1 [Schizosaccharomyces pombe 972h-]glutathione transporter Pgt1 (pgt1), mRNA
2539699 NM_001021621.291.83 81.07 47.15 rpa34 GO:0005634//nucleus;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activityGO:0006360//transcription from RNA polymerase I promoterNA NP_595723.1//DNA-directed RNA polymerase I complex subunit Rpa34 (predicted) [Schizosaccharomyces pombe 972h-]putative DNA-directed RNA polymerase I complex subunit Rpa34 (rpa34), mRNA
2542152 NM_001019484.264.39 68 37.74 SPAC589.12 GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0006506//GPI anchor biosynthetic process;GO:0031505//fungal-type cell wall organization;GO:0071852//fungal-type cell wall organization or biogenesisNA NP_594060.2//glycosylceramide biosynthesis protein (predicted) [Schizosaccharomyces pombe 972h-]putative glycosylceramide biosynthesis protein (SPAC589.12), partial mRNA
2539604 NM_001355817.172.32 73 204.31 rsv2 GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005737//cytoplasmGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046872//metal ion binding;GO:0003676//nucleic acid bindingGO:0010672//regulation of transcription from RNA polymerase II promoter involved in meiotic cell cycleK03034 NP_596470.1//transcription factor Rsv2 [Schizosaccharomyces pombe 972h-]transcription factor Rsv2 (rsv2), mRNA
2540493 NM_001022146.271.51 70.86 30.03 SPBC2D10.07cGO:0042720//mitochondrial inner membrane peptidase complex;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0004175//endopeptidase activity;GO:0004222//metalloendopeptidase activity;GO:0008236//serine-type peptidase activityGO:0006627//protein processing involved in protein targeting to mitochondrion;GO:0033108//mitochondrial respiratory chain complex assembly;GO:0006465//signal peptide processingK09647//mitochondrial inner membrane protease subunit 1 [EC:3.4.21.-]NP_596226.1//mitochondrial inner membrane peptidase complex catalytic subunit (predicted) [Schizosaccharomyces pombe 972h-]putative endopeptidase catalytic subunit (SPBC2D10.07c), partial mRNA
2542884 NM_001019514.262.08 65.9 42.04 dsc2 GO:0031228//intrinsic component of Golgi membrane;GO:0016021//integral component of membrane;GO:0044695//Dsc E3 ubiquitin ligase complexGO:0043130//ubiquitin binding;GO:0031625//ubiquitin protein ligase binding;GO:0016740//transferase activityGO:0035103//sterol regulatory element binding protein cleavage;GO:0060049//regulation of protein glycosylation;GO:0016567//protein ubiquitination;GO:1900039//positive regulation of cellular response to hypoxiaNA NP_594090.1//UBA domain protein Ucp14 [Schizosaccharomyces pombe 972h-]UBA domain protein Ucp14 (dsc2), mRNA
2542381 NM_001019398.268.68 67.33 47.83 cta4 GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0005388//calcium-transporting ATPase activity;GO:0016887//ATPase activityGO:0070588//calcium ion transmembrane transport;GO:0006812//cation transport;GO:0006874//cellular calcium ion homeostasisK14950//manganese-transporting P-type ATPase [EC:3.6.3.-]NP_593971.1//P-type ATPase, calcium transporting Cta4 [Schizosaccharomyces pombe 972h-]P-type calcium transport ATPase Cta4 (cta4), mRNA
2541049 NM_001022332.249.26 56.16 28.73 arh1 GO:0005759//mitochondrial matrix;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0050661//NADP binding;GO:0050660//flavin adenine dinucleotide binding;GO:0004324//ferredoxin-NADP+ reductase activity;GO:0015039//NADPH-adrenodoxin reductase activityGO:0006879//cellular iron ion homeostasis;GO:0006744//ubiquinone biosynthetic processK18914//adrenodoxin-NADP+ reductase [EC:1.18.1.6]NP_596413.1//NADPH-adrenodoxin reductase Arh1 [Schizosaccharomyces pombe 972h-]NADPH-adrenodoxin reductase Arh1 (arh1), mRNA
2540836 NM_001021641.256.33 53.3 28.85 atg14 GO:0010008//endosome membrane;GO:0005768//endosome;GO:0000329//fungal-type vacuole membrane;GO:0005942//phosphatidylinositol 3-kinase complex;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0000323//lytic vacuoleGO:0000149//SNARE binding;GO:0016301//kinase activityGO:0060627//regulation of vesicle-mediated transport;GO:0035493//SNARE complex assembly;GO:0015031//protein transport;GO:0010508//positive regulation of autophagy;GO:0045324//late endosome to vacuole transportK21249//UV radiation resistance-associated gene proteinNP_595743.2//hypothetical protein SPBC18H10.19 [Schizosaccharomyces pombe 972h-]putative phophatidylinositol 3-kinase complex subunit atg14 (atg14), mRNA
2541073 NM_001355841.140.08 40.2 12.34 SPBC543.04 GO:0097042//extrinsic component of fungal-type vacuolar membrane;GO:0005829//cytosol;GO:0035859//Seh1-associated complex;GO:1990130//GATOR1 complexNA GO:0032007//negative regulation of TOR signaling;GO:0034198//cellular response to amino acid starvation;GO:0032006//regulation of TOR signaling;GO:2000785//regulation of autophagosome assembly;GO:0038202//TORC1 signalingK20406//nitrogen permease regulator 3-like proteinNP_596792.1//Npr2/3 complex subunit Npr3 (predicted) [Schizosaccharomyces pombe 972h-]putative Npr2/3 complex subunit Npr3 (SPBC543.04), mRNA
2539664 NM_001022562.273.2 74.87 117.92 dpm3 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0033185//dolichol-phosphate-mannose synthase complex;GO:0005789//endoplasmic reticulum membraneGO:0004582//dolichyl-phosphate beta-D-mannosyltransferase activityGO:0006506//GPI anchor biosynthetic process;GO:0035269//protein O-linked mannosylation;GO:0006493//protein O-linked glycosylation;GO:0006487//protein N-linked glycosylationK09659//dolichyl-phosphate mannosyltransferase polypeptide 3NP_596640.1//dolichol-phosphate mannosyltransferase subunit 3 [Schizosaccharomyces pombe 972h-]dolichol-phosphate mannosyltransferase subunit 3 (dpm3), mRNA
2541760 NM_001018831.252.41 49.39 24.93 srp102 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005785//signal recognition particle receptor complexGO:0005525//GTP binding;GO:0005047//signal recognition particle bindingGO:0006614//SRP-dependent cotranslational protein targeting to membraneK12272//signal recognition particle receptor subunit betaNP_593399.1//signal recognition particle receptor beta subunit Srp102 (predicted) [Schizosaccharomyces pombe 972h-]putative signal recognition particle receptor beta subunit Srp102 (srp102), mRNA
2542850 NM_001020108.261.41 61.2 18.4 vrg4 GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membrane;GO:0030659//cytoplasmic vesicle membraneGO:0005458//GDP-mannose transmembrane transporter activityGO:0008643//carbohydrate transport;GO:1990570//GDP-mannose transmembrane transportK15356 NP_594679.1//Golgi GDP-mannose transporter Vrg4 (predicted) [Schizosaccharomyces pombe 972h-]putative GDP-mannose transporter Vrg4 (vrg4), mRNA
2543441 NM_001018563.260.03 62.87 136.45 orb6 GO:0005634//nucleus;GO:0005829//cytosol;GO:0035838//growing cell tip;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:2000100//regulation of establishment or maintenance of bipolar cell polarity regulating cell shape;GO:0018105//peptidyl-serine phosphorylation;GO:0030866//cortical actin cytoskeleton organization;GO:0071472//cellular response to salt stress;GO:0097248//maintenance of protein location in cell cortex of cell tip;GO:0035556//intracellular signal transduction;GO:0071940//fungal-type cell wall assembly;GO:2000247//positive regulation of establishment or maintenance of bipolar cell polarity regulating cell shape;GO:0030950//establishment or maintenance of actin cytoskeleton polarityK08286 NP_593165.1//serine/threonine protein kinase Orb6 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Orb6 (orb6), mRNA
2543055 NM_001018257.252.33 51.61 19.66 SPAC806.06cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000309//nicotinamide-nucleotide adenylyltransferase activity;GO:0005524//ATP binding;GO:0004515//nicotinate-nucleotide adenylyltransferase activityGO:0034628//'de novo' NAD biosynthetic process from aspartate;GO:0009435//NAD biosynthetic processK06210//nicotinamide mononucleotide adenylyltransferase [EC:2.7.7.1 2.7.7.18]NP_592856.2//nicotinamide mononucleotide (NMN) adenylyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative nicotinamide mononucleotide adenylyltransferase (SPAC806.06c), mRNA
2542268 NM_001018908.252.91 46.67 23.78 ulp2 GO:0010494//cytoplasmic stress granule;GO:0005634//nucleusGO:0004175//endopeptidase activity;GO:0008234//cysteine-type peptidase activity;GO:0070140//SUMO-specific isopeptidase activityGO:2000765//regulation of cytoplasmic translation;GO:0016926//protein desumoylationK08596//sentrin-specific protease 7 [EC:3.4.22.68]NP_593475.2//SUMO deconjugating cysteine peptidase Ulp2 (predicted) [Schizosaccharomyces pombe 972h-]putative SUMO deconjugating cysteine peptidase Ulp2 (ulp2), mRNA
2542963 NM_001019774.257.88 61.16 24.22 SPAC1071.03cGO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0031618//nuclear pericentric heterochromatin;GO:0022626//cytosolic ribosomeGO:0000774//adenyl-nucleotide exchange factor activityGO:0097428//protein maturation by iron-sulfur cluster transfer;GO:0006281//DNA repair;GO:0006616//SRP-dependent cotranslational protein targeting to membrane, translocation;GO:0002181//cytoplasmic translation;GO:0006351//transcription, DNA-templatedK15075//DNA repair/transcription protein MET18/MMS19NP_594353.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1071.03c), partial mRNA
2541999 NM_001019945.2 58 56.94 22.32 vma16 GO:0000220//vacuolar proton-transporting V-type ATPase, V0 domain;GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005829//cytosol;GO:0000935//division septum;GO:0016021//integral component of membraneGO:0004674//protein serine/threonine kinase activity;GO:0008349//MAP kinase kinase kinase kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0046961//proton-transporting ATPase activity, rotational mechanismGO:0023014//signal transduction by protein phosphorylation;GO:0007346//regulation of mitotic cell cycle;GO:0072741//protein localization to cell division site;GO:0032147//activation of protein kinase activity;GO:0007035//vacuolar acidification;GO:2000100//regulation of establishment or maintenance of bipolar cell polarity regulating cell shape;GO:0015991//ATP hydrolysis coupled proton transport;GO:0042981//regulation of apoptotic process;GO:0031098//stress-activated protein kinase signaling cascadeK03661//V-type H+-transporting ATPase 21kDa proteolipid subunit;K08838//serine/threonine-protein kinase 24/25/MST4 [EC:2.7.11.1]NP_594517.1//PAK-related kinase Ppk11 [Schizosaccharomyces pombe 972h-]putative V-type ATPase V0 subunit c'' (vma16), mRNA
2541419 NM_001018409.262.56 53.1 21.36 rsc58 GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0000790//nuclear chromatinNA GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templatedNA NP_593010.1//RSC complex subunit Rsc58 [Schizosaccharomyces pombe 972h-]RSC complex subunit Rsc58 (rsc58), mRNA
2540449 NM_001022147.160.63 61.83 21.3 SPBC2D10.08cGO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrion;GO:0022626//cytosolic ribosomeGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02926//large subunit ribosomal protein L4NP_596227.1//mitochondrial ribosomal protein subunit Yml6 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit Yml6 (SPBC2D10.08c), partial mRNA
9406951 NM_001356101.153.16 48.54 42.71 SPAC688.16 GO:0016021//integral component of membraneNA NA NA XP_002742510.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC688.16), mRNA
2540592 NM_001021576.241.84 40.02 16.88 inp2 GO:0005779//integral component of peroxisomal membrane;GO:0051286//cell tip;GO:0016021//integral component of membrane;GO:0032153//cell division siteGO:0043495//protein membrane anchor;GO:0017022//myosin bindingGO:0030048//actin filament-based movement;GO:0045033//peroxisome inheritanceNA NP_595681.1//myosin binding vezatin family protein involved in peroxisome inheritance Inp2 (predicted) [Schizosaccharomyces pombe 972h-]putative myosin-binding vezatin family protein Inp2 (inp2), mRNA

NR_151040.1 NR_151040.1 39.8 51.2 26.2 NA GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004708//MAP kinase kinase activityGO:0030435//sporulation resulting in formation of a cellular spore;GO:0000165//MAPK cascade;GO:0000747//conjugation with cellular fusion;GO:0031137//regulation of conjugation with cellular fusion;GO:0034307//regulation of ascospore formation;GO:0032005//signal transduction involved in conjugation with cellular fusion;GO:0042981//regulation of apoptotic process;GO:0031098//stress-activated protein kinase signaling cascadeK11226 NP_593026.1//MAP kinase kinase Byr1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.674), miscRNA
2541804 NM_001020293.262.5 62.02 26.1 prw1 GO:0005634//nucleus;GO:0032221//Rpd3S complex;GO:0033698//Rpd3L complex;GO:1990483//Clr6 histone deacetylase complex I'';GO:0098654//CENP-A recruiting complex;GO:0005829//cytosol;GO:0043234//protein complex;GO:0000778//condensed nuclear chromosome kinetochore;GO:0070210//Rpd3L-Expanded complexNA GO:0006342//chromatin silencing;GO:0006338//chromatin remodeling;GO:0061641//CENP-A containing chromatin organization;GO:0006351//transcription, DNA-templated;GO:0007076//mitotic chromosome condensation;GO:0000070//mitotic sister chromatid segregation;GO:0016575//histone deacetylation;GO:0051382//kinetochore assemblyK10752//histone-binding protein RBBP4NP_594864.1//Clr6 histone deacetylase complex subunit Prw1 [Schizosaccharomyces pombe 972h-]Clr6 histone deacetylase complex subunit Prw1 (prw1), mRNA
2539334 NM_001023325.2169.15 124.94 5.63 SPCC285.05 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0015211//purine nucleoside transmembrane transporter activityGO:0055085//transmembrane transportNA NP_588334.1//purine nucleoside transmembrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative purine nucleoside transmembrane transporter (SPCC285.05), mRNA
2542802 NM_001019730.256.92 60.97 38.11 vps29 GO:0005768//endosome;GO:0030904//retromer complex;GO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activity;GO:0008270//zinc ion bindingGO:0006886//intracellular protein transport;GO:0042147//retrograde transport, endosome to GolgiK18467//vacuolar protein sorting-associated protein 29NP_594307.1//retromer complex subunit Vps29 [Schizosaccharomyces pombe 972h-]retromer complex subunit Vps29 (vps29), mRNA
2543209 NM_001020400.271.09 72.18 43 SPAC3G6.03cGO:0005634//nucleus;GO:0005829//cytosolGO:0047429//nucleoside-triphosphate diphosphatase activityNA K06287//septum formation proteinNP_594969.2//Maf-like protein [Schizosaccharomyces pombe 972h-]Maf-like protein (SPAC3G6.03c), mRNA
2538880 NM_001022958.262.46 55.1 17.99 SPCC1393.09cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005844//polysomeNA GO:0002181//cytoplasmic translationNA NP_587967.1//RWD domain-containing protein [Schizosaccharomyces pombe 972h-]RWD domain-containing protein (SPCC1393.09c), mRNA
2539494 NM_001022823.243.48 42.22 16.21 psk1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004711//ribosomal protein S6 kinase activityGO:0018105//peptidyl-serine phosphorylation;GO:0038202//TORC1 signaling;GO:0046777//protein autophosphorylationK22008 NP_587830.1//serine/threonine protein kinase Psk1 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Psk1 (psk1), mRNA
2542612 NM_001356089.185.71 88.83 46.55 SPACUNK4.15GO:0005634//nucleus;GO:0005829//cytosol;GO:0030136//clathrin-coated vesicleGO:0004113//2',3'-cyclic-nucleotide 3'-phosphodiesterase activity;GO:0004112//cyclic-nucleotide phosphodiesterase activityGO:0009187//cyclic nucleotide metabolic processNA NP_593963.1//2',3'-cyclic-nucleotide 3'-phosphodiesterase (predicted) [Schizosaccharomyces pombe 972h-]putative 2',3'-cyclic-nucleotide 3'-phosphodiesterase (SPACUNK4.15), mRNA
2541509 NM_001356105.154.53 51.13 29.54 pcd1 GO:0005777//peroxisome;GO:0005739//mitochondrionGO:0000287//magnesium ion binding;GO:0016787//hydrolase activity;GO:0016818//hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydrides;GO:0008413//8-oxo-7,8-dihydroguanosine triphosphate pyrophosphatase activity;GO:0030145//manganese ion bindingGO:0009132//nucleoside diphosphate metabolic processNA NP_594114.1//coenzyme A diphosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative coenzyme A diphosphatase (pcd1), mRNA
2540979 NM_001021666.251.52 53.19 23.56 elp6 GO:0005634//nucleus;GO:0005829//cytosol;GO:0033588//Elongator holoenzyme complexNA GO:0002926//tRNA wobble base 5-methoxycarbonylmethyl-2-thiouridinylation;GO:0140018//regulation of cytoplasmic translational fidelityK11377 NP_595765.1//elongator complex subunit Elp6 (predicted) [Schizosaccharomyces pombe 972h-]putative elongator complex subunit Elp6 (elp6), partial mRNA
2540475 NM_001355800.162.98 61.2 37.44 lsm4 GO:0005737//cytoplasmGO:0004078//biotin-[methylcrotonoyl-CoA-carboxylase] ligase activity;GO:0004080//biotin-[propionyl-CoA-carboxylase (ATP-hydrolyzing)] ligase activity;GO:0005524//ATP binding;GO:0004079//biotin-[methylmalonyl-CoA-carboxytransferase] ligase activity;GO:0004077//biotin-[acetyl-CoA-carboxylase] ligase activity;GO:0018271//biotin-protein ligase activityGO:0006464//cellular protein modification process;GO:0051604//protein maturation;GO:0009305//protein biotinylationK01942//biotin---protein ligase [EC:6.3.4.9 6.3.4.10 6.3.4.11 6.3.4.15];K12623//U6 snRNA-associated Sm-like protein LSm4NP_596278.1//biotin-protein ligase (predicted) [Schizosaccharomyces pombe 972h-]putative U6 snRNP-associated protein Lsm4 (lsm4), mRNA
5802786 NM_001356245.161.21 79.94 13.94 SPBC29A3.21GO:0005783//endoplasmic reticulum;GO:0005737//cytoplasmNA NA NA XP_001713134.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC29A3.21), partial mRNA
2540124 NM_001021698.254.03 52.75 51.06 SPBC16E9.15GO:0005634//nucleus;GO:0005829//cytosolGO:0003714//transcription corepressor activityGO:0006357//regulation of transcription from RNA polymerase II promoterNA NP_595797.1//heat shock factor binding protein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC16E9.15), mRNA
2541143 NM_001021399.263.11 59.26 84.36 SPBC725.08 GO:0005634//nucleus;GO:0016604//nuclear body;GO:1990477//NURS complex;GO:0000790//nuclear chromatinGO:0046872//metal ion binding;GO:0003676//nucleic acid bindingGO:0031048//chromatin silencing by small RNANA NP_595488.1//zf-C2H2 type zinc finger protein, implicated in RNAi (predicted) [Schizosaccharomyces pombe 972h-]putative C2H2-type zinc finger domain-containing protein (SPBC725.08), mRNA
2543333 NM_001019911.262.1 63.98 39.45 SPAC694.02 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005694//chromosome;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0009378//four-way junction helicase activity;GO:0043140//ATP-dependent 3'-5' DNA helicase activity;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0000724//double-strand break repair via homologous recombinationK20103//ATP-dependent RNA helicase DDX60 [EC:3.6.4.13]NP_594482.1//DEAD/DEAH box helicase [Schizosaccharomyces pombe 972h-]DEAD/DEAH box helicase (SPAC694.02), mRNA
2543223 NM_001019323.238.35 39.57 13.17 SPAPB2B4.07NA GO:0043130//ubiquitin bindingNA NA NP_593893.1//hypothetical protein SPAPB2B4.07 [Schizosaccharomyces pombe 972h-]ubiquitin UBTD1 family protein (SPAPB2B4.07), mRNA

NR_151225.1 NR_151225.1 70.03 93.46 48.36 NA GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005829//cytosolGO:0004421//hydroxymethylglutaryl-CoA synthase activityGO:0010142//farnesyl diphosphate biosynthetic process, mevalonate pathway;GO:0006084//acetyl-CoA metabolic process;GO:0006696//ergosterol biosynthetic processK01641//hydroxymethylglutaryl-CoA synthase [EC:2.3.3.10]NP_593859.1//3-hydroxy-3-methylglutaryl-CoA synthase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.843), miscRNA
2539893 NM_001023844.265.11 54.92 59 nop16 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorNA GO:0006364//rRNA processing;GO:0042273//ribosomal large subunit biogenesisK14839 NP_596824.1//ribosome biogenesis protein Nop16 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Nop16 (nop16), mRNA
2538796 NM_001022971.271.66 65.94 34.71 SPCC63.06 GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosolNA NA K14026//SEL1 proteinNP_587980.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (SPCC63.06), partial mRNA
2543587 NM_001020386.253.54 67.39 49.77 SPAC4D7.02cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneGO:0008081//phosphoric diester hydrolase activity;GO:0034479//phosphatidylglycerol phospholipase C activityGO:0046475//glycerophospholipid catabolic process;GO:0006629//lipid metabolic processK18694;K10389//tubulin gammaNP_594955.2//glycerophosphoryl diester phosphodiesterase (predicted) [Schizosaccharomyces pombe 972h-]putative glycerophosphoryl diester phosphodiesterase (SPAC4D7.02c), mRNA
2538695 NM_001023515.354.26 55.25 42.79 taf13 GO:0005669//transcription factor TFIID complex;GO:0000790//nuclear chromatinGO:0003743//translation initiation factor activity;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0003677//DNA binding;GO:0003712//transcription cofactor activity;GO:0046982//protein heterodimerization activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0006366//transcription from RNA polymerase II promoterK03127//transcription initiation factor TFIID subunit 13NP_588527.2//transcription factor TFIID complex subunit Taf13 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor TFIID complex subunit Taf13 (taf13), mRNA
2539399 NM_001023096.265.07 61.84 25.11 dfp1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0031431//Dbf4-dependent protein kinase complexGO:0016301//kinase activity;GO:0008270//zinc ion binding;GO:0043539//protein serine/threonine kinase activator activity;GO:0030295//protein kinase activator activity;GO:0003676//nucleic acid bindingGO:0007165//signal transduction;GO:0048478//replication fork protection;GO:1903468//positive regulation of DNA replication initiation;GO:0033314//mitotic DNA replication checkpoint;GO:0043392//negative regulation of DNA binding;GO:1903466//regulation of mitotic DNA replication initiation;GO:0071902//positive regulation of protein serine/threonine kinase activity;GO:0006974//cellular response to DNA damage stimulusK02309 NP_588105.1//Hsk1-Dfp1 kinase complex regulatory subunit Dfp1 [Schizosaccharomyces pombe 972h-]Hsk1-Dfp1 kinase complex regulatory subunit Dfp1 (dfp1), mRNA
2540680 NM_001022568.263.12 60.06 58.52 SPBC26H8.05cGO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0000794//condensed nuclear chromosome;GO:0030289//protein phosphatase 4 complex;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0004721//phosphoprotein phosphatase activity;GO:0004722//protein serine/threonine phosphatase activityGO:1902660//negative regulation of glucose mediated signaling pathway;GO:0072462//signal transduction involved in meiotic recombination checkpoint;GO:0000724//double-strand break repair via homologous recombination;GO:2000002//negative regulation of DNA damage checkpoint;GO:2001034//positive regulation of double-strand break repair via nonhomologous end joiningK15423//serine/threonine-protein phosphatase 4 catalytic subunit [EC:3.1.3.16]NP_596646.1//serine/threonine protein phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein phosphatase (SPBC26H8.05c), mRNA
2541099 NM_001021270.259.94 59.29 48.94 pla1 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005829//cytosol;GO:1990251//Mmi1 nuclear focusGO:0000287//magnesium ion binding;GO:0003723//RNA binding;GO:0004652//polynucleotide adenylyltransferase activity;GO:0046872//metal ion binding;GO:0005524//ATP bindingGO:0071050//snoRNA polyadenylation;GO:0033621//nuclear-transcribed mRNA catabolic process, meiosis-specific transcripts;GO:0006378//mRNA polyadenylationK14376//poly(A) polymerase [EC:2.7.7.19]NP_595362.1//poly(A) polymerase Pla1 [Schizosaccharomyces pombe 972h-]poly(A) polymerase Pla1 (pla1), mRNA
2540478 NM_001021450.254.67 48.84 26.54 SPBC27B12.07GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneNA NA K15710//E3 ubiquitin-protein ligase SHPRH [EC:3.6.4.- 2.3.2.27];K00015NP_595539.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC27B12.07), mRNA
2543161 NM_001019434.251.98 50.46 16.51 ups1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosolGO:0005524//ATP binding;GO:0004707//MAP kinase activityGO:0034307//regulation of ascospore formationK04371//mitogen-activated protein kinase 1/3 [EC:2.7.11.24]XP_013021558.1//CMGC/MAPK/ERK protein kinase Spk1 [Schizosaccharomyces cryophilus OY26]uroporphyrinogen-III synthase Ups1 (ups1), mRNA
2543318 NM_001018622.258.93 55.23 38.86 spc3 GO:0005783//endoplasmic reticulum;GO:0031090//organelle membrane;GO:0016021//integral component of membrane;GO:0005787//signal peptidase complexGO:0008233//peptidase activityGO:0045047//protein targeting to ER;GO:0006465//signal peptide processingK12948//signal peptidase complex subunit 3 [EC:3.4.-.-]NP_593225.1//signal peptidase subunit Spc3 (predicted) [Schizosaccharomyces pombe 972h-]putative signal peptidase subunit Spc3 (spc3), mRNA
2543620 NM_001020388.263.58 60.04 49.51 SPAC4D7.04cGO:0005783//endoplasmic reticulum;GO:0005789//endoplasmic reticulum membrane;GO:1904423//dehydrodolichyl diphosphate synthase complexGO:0004659//prenyltransferase activity;GO:0002094//polyprenyltransferase activity;GO:0045547//dehydrodolichyl diphosphate synthase activityGO:0006486//protein glycosylation;GO:0006487//protein N-linked glycosylation;GO:0019408//dolichol biosynthetic processK11778//ditrans,polycis-polyprenyl diphosphate synthase [EC:2.5.1.87]NP_594957.1//cis-prenyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative cis-prenyltransferase (SPAC4D7.04c), mRNA
2541368 NM_001022114.262.42 57.24 30.71 sld5 GO:0031261//DNA replication preinitiation complex;GO:0005634//nucleus;GO:0031298//replication fork protection complex;GO:0005829//cytosol;GO:0000811//GINS complexNA GO:0000727//double-strand break repair via break-induced replication;GO:0007059//chromosome segregation;GO:1902975//mitotic DNA replication initiation;GO:0006261//DNA-dependent DNA replication;GO:0006270//DNA replication initiation;GO:0034613//cellular protein localization;GO:0032508//DNA duplex unwindingK10735//GINS complex subunit 4NP_596195.1//GINS complex subunit Sld5 [Schizosaccharomyces pombe 972h-]GINS complex subunit Sld5 (sld5), mRNA
2542568 NM_001020233.262.09 52.93 22.74 SPAC1952.02GO:0005730//nucleolusGO:0003723//RNA bindingGO:0042254//ribosome biogenesisK14796 NP_594805.2//ribosome biogenesis protein (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein (SPAC1952.02), partial mRNA
2541901 NM_001018373.2 51 46.73 58.75 SPAC2F7.02cGO:0005886//plasma membraneGO:0004721//phosphoprotein phosphatase activity;GO:0016791//phosphatase activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0023052//signalingK15731//carboxy-terminal domain RNA polymerase II polypeptide A small phosphatase [EC:3.1.3.16]NP_592973.1//NLI interacting factor family phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative NLI-interacting factor-like phosphatase family protein (SPAC2F7.02c), mRNA
2542482 NM_001020376.258.95 56.73 60.41 SPAP8A3.06 GO:0005684//U2-type spliceosomal complex;GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0089701//U2AF;GO:0005829//cytosol;GO:0000243//commitment complexGO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0030628//pre-mRNA 3'-splice site bindingGO:0045292//mRNA cis splicing, via spliceosomeK12836//splicing factor U2AF 35 kDa subunitNP_594945.1//U2AF small subunit, U2AF-23 [Schizosaccharomyces pombe 972h-]U2 auxiliary factor small subunit U2AF-23 (SPAP8A3.06), mRNA
2539963 NM_001021931.246.69 44.04 58.87 nak1 GO:0030479//actin cortical patch;GO:0071958//new mitotic spindle pole body;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0004674//protein serine/threonine kinase activity;GO:0008349//MAP kinase kinase kinase kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0023014//signal transduction by protein phosphorylation;GO:0030833//regulation of actin filament polymerization;GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0007346//regulation of mitotic cell cycle;GO:0032147//activation of protein kinase activity;GO:0030950//establishment or maintenance of actin cytoskeleton polarity;GO:2000100//regulation of establishment or maintenance of bipolar cell polarity regulating cell shape;GO:0031098//stress-activated protein kinase signaling cascade;GO:2000247//positive regulation of establishment or maintenance of bipolar cell polarity regulating cell shape;GO:0042981//regulation of apoptotic process;GO:0071574//protein localization to medial cortexK08286 NP_596023.1//PAK-related kinase Nak1 [Schizosaccharomyces pombe 972h-]PAK-like kinase Nak1 (nak1), mRNA
2540130 NM_001021483.262.34 58.97 67.51 SPBC17A3.05cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0030544//Hsp70 protein bindingNA K09518//DnaJ homolog subfamily B member 12NP_595587.1//J domain-containing protein [Schizosaccharomyces pombe 972h-]J domain-containing protein (SPBC17A3.05c), mRNA
2542291 NM_001020026.3 44 46.7 15.34 pnu1 GO:0005634//nucleus;GO:0016021//integral component of membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0004521//endoribonuclease activity;GO:0004520//endodeoxyribonuclease activity;GO:0046872//metal ion binding;GO:0004529//exodeoxyribonuclease activity;GO:0000014//single-stranded DNA endodeoxyribonuclease activity;GO:0003676//nucleic acid bindingGO:0006401//RNA catabolic process;GO:0006310//DNA recombination;GO:0006309//apoptotic DNA fragmentationK01173//endonuclease G, mitochondrialNP_594598.2//mitochondrial endodeoxyribonuclease Pnu1 [Schizosaccharomyces pombe 972h-]endodeoxyribonuclease Pnu1 (pnu1), mRNA
2540730 NM_001021591.253.29 57.19 54.1 sre1 GO:0032936//SREBP-SCAP complex;GO:0005634//nucleus;GO:0071458//integral component of cytoplasmic side of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001078//transcriptional repressor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046983//protein dimerization activityGO:0071456//cellular response to hypoxia;GO:1900413//positive regulation of phospholipid biosynthetic process by positive regulation of transcription from RNA polymerase II promoter;GO:0061419//positive regulation of transcription from RNA polymerase II promoter in response to hypoxia;GO:0032933//SREBP signaling pathway;GO:0072592//oxygen metabolic process;GO:0008202//steroid metabolic process;GO:0010630//regulation of transcription, start site selection;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0035961//positive regulation of ergosterol biosynthetic process by positive regulation of transcription from RNA polymerase II promoterK09074 NP_595694.1//sterol regulatory element binding protein, transcription factor Sre1 [Schizosaccharomyces pombe 972h-]transcription factor Sre1 (sre1), mRNA
2541008 NM_001021537.257.55 53.48 119.02 SPBC83.11 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0071917//triose-phosphate transmembrane transporter activity;GO:0089721//phosphoenolpyruvate transmembrane transporter activityGO:1990536//phosphoenolpyruvate transmembrane import into Golgi lumenK15283//solute carrier family 35, member E1NP_595643.2//ER triose phosphate transmembrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative triose phosphate transmembrane transporter (SPBC83.11), mRNA
2543484 NM_001019594.256.74 48.1 59.12 SPAC959.03cGO:0030686//90S preribosome;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0030688//preribosome, small subunit precursorGO:0030515//snoRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0030490//maturation of SSU-rRNA;GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14768//U3 small nucleolar RNA-associated protein 7NP_594170.1//U3 snoRNP-associated protein Utp7 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Utp7 (SPAC959.03c), mRNA
2542204 NM_001018915.250.98 49.98 37.49 exo2 GO:0010494//cytoplasmic stress granule;GO:0005874//microtubule;GO:0005829//cytosol;GO:0000932//P-body;GO:0005737//cytoplasm;GO:0048471//perinuclear region of cytoplasmGO:0000287//magnesium ion binding;GO:0003723//RNA binding;GO:0004534//5'-3' exoribonuclease activity;GO:0004540//ribonuclease activityGO:0000741//karyogamy;GO:0000184//nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0006364//rRNA processingK12618//5'-3' exoribonuclease 1 [EC:3.1.13.-]NP_593482.1//exonuclease II Exo2 [Schizosaccharomyces pombe 972h-]exonuclease II Exo2 (exo2), mRNA
2543426 NM_001356050.162.84 63.24 49.56 SPAC631.02 GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0031493//nucleosomal histone bindingGO:0033696//negative regulation of extent of heterochromatin assembly;GO:0006338//chromatin remodelingK11684 NP_593620.3//bromodomain protein (predicted) [Schizosaccharomyces pombe 972h-]putative bromodomain-containing protein (SPAC631.02), mRNA
2540202 NM_001023778.253.3 58.18 25.79 SPBC16G5.09GO:0005774//vacuolar membrane;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005802//trans-Golgi networkGO:0004185//serine-type carboxypeptidase activityGO:0051603//proteolysis involved in cellular protein catabolic process;GO:0006915//apoptotic processK01288 NP_596758.1//serine carboxypeptidase (predicted) [Schizosaccharomyces pombe 972h-]putative serine carboxypeptidase (SPBC16G5.09), mRNA
2541210 NM_001022400.236.74 36.71 17.43 snx3 GO:0005634//nucleus;GO:0032994//protein-lipid complex;GO:0019898//extrinsic component of membrane;GO:0031902//late endosome membrane;GO:0000139//Golgi membrane;GO:0005768//endosome;GO:0005829//cytosol;GO:0000407//phagophore assembly siteGO:0032266//phosphatidylinositol-3-phosphate binding;GO:0035091//phosphatidylinositol bindingGO:0006886//intracellular protein transport;GO:0016050//vesicle organization;GO:0034499//late endosome to Golgi transport;GO:0008104//protein localization;GO:0006897//endocytosis;GO:0006914//autophagyK17918//sorting nexin-3/12NP_596480.1//sorting nexin Snx3 (predicted) [Schizosaccharomyces pombe 972h-]putative sorting nexin Snx3 (snx3), mRNA
2540212 NM_001021647.258.38 58.71 50.87 lsm3 GO:0005634//nucleus;GO:1990726//Lsm1-7-Pat1 complex;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0000932//P-body;GO:0046540//U4/U6 x U5 tri-snRNP complex;GO:0071013//catalytic step 2 spliceosome;GO:0005730//nucleolus;GO:0030529//intracellular ribonucleoprotein complex;GO:0005688//U6 snRNP;GO:0071011//precatalytic spliceosomeGO:0003723//RNA binding;GO:0008266//poly(U) RNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0033962//cytoplasmic mRNA processing body assembly;GO:0045292//mRNA cis splicing, via spliceosome;GO:0006364//rRNA processing;GO:0000956//nuclear-transcribed mRNA catabolic processK12622//U6 snRNA-associated Sm-like protein LSm3NP_595747.1//U6 snRNP-associated protein Lsm3 (predicted) [Schizosaccharomyces pombe 972h-]putative U6 snRNP-associated protein Lsm3 (lsm3), mRNA
2543397 NM_001020396.258.52 53.16 96.97 fet5 GO:0005634//nucleus;GO:0005829//cytosolGO:0005525//GTP binding;GO:0003924//GTPase activityGO:1990022//RNA polymerase III complex localization to nucleus;GO:0044376//RNA polymerase II complex import to nucleus;GO:0007064//mitotic sister chromatid cohesionK06883//uncharacterized proteinNP_594965.1//ATP binding protein Fet5 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP binding protein Fet5 (fet5), mRNA
2542522 NM_001019218.248.55 52.47 18 SPAC19A8.03GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003729//mRNA binding;GO:0004725//protein tyrosine phosphatase activity;GO:0004438//phosphatidylinositol-3-phosphatase activityGO:0048017//inositol lipid-mediated signaling;GO:0035556//intracellular signal transduction;GO:0046856//phosphatidylinositol dephosphorylation;GO:0016192//vesicle-mediated transportK18083//myotubularin-related protein 6/7/8 [EC:3.1.3.64 3.1.3.95]NP_593789.1//phosphatidylinositol-3-phosphatase, myotubularin family (predicted) [Schizosaccharomyces pombe 972h-]putative myotubularin family phosphatidylinositol-3-phosphatase (SPAC19A8.03), mRNA
2541341 NM_001021287.248.67 55.41 103.15 cki2 GO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0018105//peptidyl-serine phosphorylation;GO:0030100//regulation of endocytosis;GO:0006897//endocytosisK02218//casein kinase 1 [EC:2.7.11.1]NP_595380.1//serine/threonine protein kinase Cki2 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Cki2 (cki2), mRNA
2539493 NM_001023272.259.91 56.2 63.61 chr2 GO:0016020//membrane;GO:0005634//nucleus;GO:0005829//cytosol;GO:0032153//cell division siteGO:0008047//enzyme activator activityGO:0051278//fungal-type cell wall polysaccharide biosynthetic processK07126 NP_588282.1//chitin synthase regulatory factor Chr2 (predicted) [Schizosaccharomyces pombe 972h-]putative chitin synthase regulatory factor Chr2 (chr2), mRNA
2540782 NM_001021887.243.83 45.07 30.67 cog5 GO:0017119//Golgi transport complex;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0000139//Golgi membraneNA GO:0006886//intracellular protein transport;GO:0006891//intra-Golgi vesicle-mediated transportNA NP_595980.1//Golgi transport complex subunit Cog5 (predicted) [Schizosaccharomyces pombe 972h-]putative COG complex subunit Cog5 (cog5), mRNA
2541096 NM_001356179.187.35 142.17 788.56 SPBC725.10 GO:0005634//nucleus;GO:0016602//CCAAT-binding factor complex;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000979//RNA polymerase II core promoter sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006109//regulation of carbohydrate metabolic process;GO:0033217//regulation of transcription from RNA polymerase II promoter in response to iron ion starvation;GO:1990542//mitochondrial transmembrane transportK05770//translocator proteinNP_595490.2//hypothetical protein SPBC725.10 [Schizosaccharomyces pombe 972h-]putative tspO-like protein (SPBC725.10), mRNA
2538828 NM_001022945.223.78 25.08 54.42 SPCC1020.05GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0016787//hydrolase activity;GO:0004721//phosphoprotein phosphatase activityGO:0030968//endoplasmic reticulum unfolded protein responseNA NP_587954.1//phosphoprotein phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoprotein phosphatase (SPCC1020.05), mRNA
2540113 NM_001023787.252.29 50.07 23.8 erg24 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0050661//NADP binding;GO:0016628//oxidoreductase activity, acting on the CH-CH group of donors, NAD or NADP as acceptor;GO:0050613//delta14-sterol reductase activityGO:0006696//ergosterol biosynthetic processK00222//Delta14-sterol reductase [EC:1.3.1.70]NP_596767.1//C-14 sterol reductase Erg24 (predicted) [Schizosaccharomyces pombe 972h-]putative C-14 sterol reductase Erg24 (erg24), mRNA
2542461 NM_001019208.259.88 57.83 26.67 usp101 GO:0005685//U1 snRNP;GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0071011//precatalytic spliceosome;GO:0000243//commitment complexGO:0003729//mRNA binding;GO:0030619//U1 snRNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosomeK11093//U1 small nuclear ribonucleoprotein 70kDaNP_593779.1//U1 snRNP-associated protein Usp101 (predicted) [Schizosaccharomyces pombe 972h-]putative U1 snRNP-associated protein Usp101 (usp101), mRNA
2541611 NM_001019982.261.33 64.11 25.96 sft2 GO:0000138//Golgi trans cisterna;GO:0016020//membrane;GO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneNA GO:0006886//intracellular protein transport;GO:0006895//Golgi to endosome transport;GO:0042147//retrograde transport, endosome to Golgi;GO:0015031//protein transport;GO:0016192//vesicle-mediated transportNA NP_594553.1//Golgi transport protein Sft2 (predicted) [Schizosaccharomyces pombe 972h-]putative transport protein Sft2 (sft2), mRNA
2541730 NM_001019179.256.16 48.74 30.58 SPAC22H10.11cGO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0003714//transcription corepressor activity;GO:0003712//transcription cofactor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0010688//negative regulation of ribosomal protein gene transcription from RNA polymerase II promoter;GO:0060962//regulation of ribosomal protein gene transcription from RNA polymerase II promoter;GO:0007165//signal transductionNA NP_593748.1//TOR signaling pathway transcriptional corepressor Crf1 (predicted) [Schizosaccharomyces pombe 972h-]putative TOR signaling pathway transcriptional corepressor Crf1 (SPAC22H10.11c), mRNA
2541846 NM_001356182.154.16 54.71 20.43 caf16 GO:0005634//nucleus;GO:0030014//CCR4-NOT complex;GO:0005829//cytosol;GO:0030015//CCR4-NOT core complexGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0006810//transport;GO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0000289//nuclear-transcribed mRNA poly(A) tail shortening;GO:0006367//transcription initiation from RNA polymerase II promoterK12608//CCR4-NOT complex subunit CAF16XP_001713112.1//CCR4-Not complex subunit Caf16 (predicted) [Schizosaccharomyces pombe 972h-]putative CCR4-Not complex subunit Caf16 (caf16), mRNA
2541933 NM_001019804.260.06 56.87 32.94 rim1 GO:0042645//mitochondrial nucleoid;GO:0005739//mitochondrionGO:0003697//single-stranded DNA bindingGO:0006260//DNA replicationNA NP_594383.1//mitochondrial single-stranded DNA binding protein Rim1 [Schizosaccharomyces pombe 972h-]single-strand DNA-binding protein Rim1 (rim1), mRNA
2542121 NM_001019007.244.52 37.79 32.79 ebp2 GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0005730//nucleolus;GO:0044732//mitotic spindle pole body;GO:0030687//preribosome, large subunit precursorGO:0042802//identical protein bindingGO:0000280//nuclear division;GO:0006364//rRNA processing;GO:0042273//ribosomal large subunit biogenesisK14823//rRNA-processing protein EBP2NP_593576.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]putative rRNA processing protein Ebp2 (ebp2), mRNA
2538890 NM_001022951.254.13 46.94 22.24 spt2 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005720//nuclear heterochromatinGO:0003677//DNA bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templatedK15193//protein SPT2NP_587960.1//non-specific DNA binding protein Spt2 (predicted) [Schizosaccharomyces pombe 972h-]putative non-specific DNA-binding protein Spt2 (spt2), mRNA
2539457 NM_001023092.254.06 56.04 27.48 SPCC550.09 GO:0005779//integral component of peroxisomal membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0007031//peroxisome organizationNA NP_588101.1//peroxin Pex32 (predicted) [Schizosaccharomyces pombe 972h-]putative peroxin Pex32 (SPCC550.09), mRNA
2542688 NM_001019890.251.26 43.07 51.2 dap1 GO:0005768//endosome;GO:0016020//membrane;GO:0012505//endomembrane system;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0046872//metal ion binding;GO:0020037//heme binding;GO:0005496//steroid binding;GO:0008047//enzyme activator activityGO:0032443//regulation of ergosterol biosynthetic process;GO:0006696//ergosterol biosynthetic processK17278//membrane-associated progesterone receptor componentNP_594461.1//cytochrome P450 regulator Dap1 [Schizosaccharomyces pombe 972h-]cytochrome P450 regulator Dap1 (dap1), mRNA
2541944 NM_001018542.272.07 55.7 98.47 mak16 GO:0000145//exocystNA GO:0048278//vesicle docking;GO:0006887//exocytosisK14831//protein MAK16;K19984//exocyst complex component 5OZJ05447.1//Protein mak16 [Bifiguratus adelaidae]putative nuclear HMG-like acidic protein Mak16 (mak16), mRNA
2542922 NM_001019694.253.69 55.13 49.86 vps32 GO:0000815//ESCRT III complex;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0042802//identical protein bindingGO:0070676//intralumenal vesicle formation;GO:1904669//ATP export;GO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0045324//late endosome to vacuole transport;GO:0071454//cellular response to anoxiaK12194//charged multivesicular body protein 4NP_594271.1//ESCRT III complex subunit Vps32 [Schizosaccharomyces pombe 972h-]ESCRT III complex subunit Vps32 (vps32), mRNA
2540564 NM_001021223.262.68 56.46 17.41 bag102 GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0051087//chaperone bindingGO:0006457//protein folding;GO:0071630//nuclear protein quality control by the ubiquitin-proteasome systemK14017 NP_595316.1//BAG family molecular chaperone regulator Bag102 (predicted) [Schizosaccharomyces pombe 972h-]putative BAG family molecular chaperone regulator Bag102 (bag102), mRNA
2540029 NM_001355839.1 51 54.03 241.9 spn3 GO:0032151//mitotic septin complex;GO:0036391//medial cortex septin ring;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0005525//GTP bindingGO:0000281//mitotic cytokinesis;GO:0000921//septin ring assemblyK16945 XP_001713152.1//septin Spn3 [Schizosaccharomyces pombe 972h-]septin Spn3 (spn3), mRNA
2541964 NM_001356140.158.84 49.01 98.31 sut1 GO:0000329//fungal-type vacuole membrane;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0015151//alpha-glucoside transmembrane transporter activity;GO:0005364//maltose:proton symporter activity;GO:0008506//sucrose:proton symporter activityGO:1904982//sucrose transmembrane transport;GO:1904981//maltose transmembrane transportK15378//solute carrier family 45, member 1/2/4NP_594387.1//alpha-glucoside transporter Sut1 [Schizosaccharomyces pombe 972h-]alpha-glucoside transporter Sut1 (sut1), mRNA
2541487 NM_001019974.365.2 60.16 35.09 usp108 GO:0005685//U1 snRNP;GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0031011//Ino80 complex;GO:0005737//cytoplasm;GO:0000790//nuclear chromatin;GO:0005681//spliceosomal complex;GO:0016586//RSC-type complex;GO:0005829//cytosol;GO:0016514//SWI/SNF complexGO:0003723//RNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosome;GO:0006351//transcription, DNA-templatedK11400 NP_594546.2//SWI/SNF and RSC complex subunit Arp42 [Schizosaccharomyces pombe 972h-]U1 snRNP-associated protein Usp108 (usp108), mRNA
2540501 NM_001021454.241.71 35.78 30.03 SPBC27B12.11cGO:0005634//nucleus;GO:0005829//cytosolGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000977//RNA polymerase II regulatory region sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0015976//carbon utilization;GO:0000429//carbon catabolite regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0045722//positive regulation of gluconeogenesisK14005//protein transport protein SEC31;K21632NP_595543.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPBC27B12.11c), mRNA
3361436 NM_001355988.161.6 62.67 32.03 SPAC1296.01cGO:0005634//nucleus;GO:0005829//cytosolGO:0000287//magnesium ion binding;GO:0046872//metal ion binding;GO:0004610//phosphoacetylglucosamine mutase activityGO:0006038//cell wall chitin biosynthetic process;GO:0005975//carbohydrate metabolic process;GO:0006048//UDP-N-acetylglucosamine biosynthetic process;GO:0071555//cell wall organizationK01836//phosphoacetylglucosamine mutase [EC:5.4.2.3]NP_593040.2//phosphoacetylglucosamine mutase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoacetylglucosamine mutase (SPAC1296.01c), mRNA
2540962 NM_001021248.241.52 37.85 12.69 git7 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0051087//chaperone bindingGO:0006457//protein foldingK12795//suppressor of G2 allele of SKP1NP_595340.1//SGT1-like protein Git7 [Schizosaccharomyces pombe 972h-]SGT1-like protein Git7 (git7), mRNA
2543183 NM_001018763.265.79 59.07 41.65 SPAC3A12.06cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0008324//cation transmembrane transporter activityGO:0055085//transmembrane transportK13754//solute carrier family 24 (sodium/potassium/calcium exchanger), member 6NP_593332.1//sodium/calcium exchanger (predicted) [Schizosaccharomyces pombe 972h-]putative sodium/calcium exchanger (SPAC3A12.06c), partial mRNA
2542249 NM_001018599.259.67 58 30.37 SPAC30D11.14cGO:0005634//nucleusGO:0003723//RNA bindingGO:0045292//mRNA cis splicing, via spliceosomeK17450 NP_593203.1//RNA-binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein (SPAC30D11.14c), mRNA
2542997 NM_001020370.261.19 76.43 94.65 SPAC11E3.14GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0071218//cellular response to misfolded proteinNA NP_594939.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC11E3.14), mRNA
2543253 NM_001019699.262.12 69.27 27.54 SPAC8C9.05 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0097358//D-leucyl-tRNA(Leu) deacylase activity;GO:0002161//aminoacyl-tRNA editing activity;GO:0000049//tRNA binding;GO:0051500//D-tyrosyl-tRNA(Tyr) deacylase activity;GO:0051499//D-aminoacyl-tRNA deacylase activityGO:1900832//D-leucine catabolic process;GO:0006399//tRNA metabolic process;GO:0002181//cytoplasmic translation;GO:1900829//D-tyrosine catabolic processK07560//D-tyrosyl-tRNA(Tyr) deacylase [EC:3.1.-.-]NP_594276.1//D-Tyr-tRNA deacylase (predicted) [Schizosaccharomyces pombe 972h-]putative D-Tyr-tRNA deacylase (SPAC8C9.05), mRNA
2540749 NM_001022339.258.96 57.18 29.91 rsc1 GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0000790//nuclear chromatinGO:0003682//chromatin bindingGO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templatedK11756 NP_596420.1//RSC complex subunit Rsc1 [Schizosaccharomyces pombe 972h-]RSC complex subunit Rsc1 (rsc1), mRNA
2540540 NM_001022531.276.58 70.06 38.01 SPBC23E6.10cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046523//S-methyl-5-thioribose-1-phosphate isomerase activityGO:0019284//L-methionine salvage from S-adenosylmethionine;GO:0019509//L-methionine salvage from methylthioadenosineK08963//methylthioribose-1-phosphate isomerase [EC:5.3.1.23]NP_596610.1//methylthioribose-1-phosphate isomerase (predicted) [Schizosaccharomyces pombe 972h-]putative methylthioribose-1-phosphate isomerase (SPBC23E6.10c), mRNA
2543546 NM_001019771.249.52 41.5 39.15 SPAC4H3.14cGO:0005634//nucleus;GO:0005829//cytosol;GO:0070648//formin-nucleated actin cable;GO:0005826//actomyosin contractile ringNA GO:0000281//mitotic cytokinesis;GO:2000574//regulation of microtubule motor activityK20361 NP_594350.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC4H3.14c), mRNA
3361512 NM_001356048.164.14 63.96 34.01 SPAC3C7.01cGO:0005783//endoplasmic reticulum;GO:0005938//cell cortex;GO:0005741//mitochondrial outer membrane;GO:0000139//Golgi membrane;GO:0030173//integral component of Golgi membrane;GO:0005794//Golgi apparatus;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005739//mitochondrionGO:0042578//phosphoric ester hydrolase activity;GO:0034593//phosphatidylinositol bisphosphate phosphatase activityGO:0046856//phosphatidylinositol dephosphorylationK21797//phosphatidylinositol 4-phosphatase [EC:3.1.3.-]XP_001713064.1//inositol polyphosphate phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative inositol polyphosphate phosphatase (SPAC3C7.01c), mRNA
2539237 NM_001023007.150.19 54.47 24.68 skb5 GO:0005783//endoplasmic reticulum;GO:0005737//cytoplasmGO:0030674//protein binding, bridging;GO:0016301//kinase activity;GO:0030295//protein kinase activator activity;GO:0019901//protein kinase bindingGO:0006972//hyperosmotic response;GO:0000173//inactivation of MAPK activity involved in osmosensory signaling pathway;GO:0000200//inactivation of MAPK activity involved in cell wall organization or biogenesis;GO:0035556//intracellular signal transduction;GO:0009408//response to heatNA NP_588016.1//Shk1 kinase binding protein 5 [Schizosaccharomyces pombe 972h-]Shk1 kinase-binding protein 5 (skb5), partial mRNA
2542089 NM_001019285.253.15 53.74 65.79 SPAC7D4.03cGO:0005622//intracellular;GO:0016021//integral component of membraneGO:0005078//MAP-kinase scaffold activityGO:0000165//MAPK cascadeNA NP_593856.1//conserved fungal family [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC7D4.03c), mRNA
2541907 NM_001019172.253.07 50.55 37.02 SPAC22H10.05cGO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0090443//FAR/SIN/STRIPAK complex;GO:0005849//mRNA cleavage factor complexGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0004721//phosphoprotein phosphatase activity;GO:0051731//polynucleotide 5'-hydroxyl-kinase activity;GO:0046404//ATP-dependent polydeoxyribonucleotide 5'-hydroxyl-kinase activityGO:0031030//negative regulation of septation initiation signaling;GO:0006388//tRNA splicing, via endonucleolytic cleavage and ligation;GO:0006379//mRNA cleavage;GO:0031124//mRNA 3'-end processing;GO:0061509//asymmetric protein localization to old mitotic spindle pole body;GO:0006378//mRNA polyadenylationK14399//polyribonucleotide 5'-hydroxyl-kinase [EC:2.7.1.78];K17615NP_593741.1//mRNA cleavage and polyadenylation specificity factor complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative cleavage and polyadenylation specificity factor complex subunit (SPAC22H10.05c), mRNA
2542386 NM_001356077.154.81 54.13 19.11 ppk6 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0032878//regulation of establishment or maintenance of cell polarityK08286 XP_001713069.1//serine/threonine protein kinase Ppk6 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk6 (ppk6), mRNA
2541367 NM_001022441.263.94 64.36 50.69 vac7 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0071627//integral component of fungal-type vacuolar membrane;GO:0000139//Golgi membrane;GO:0005794//Golgi apparatus;GO:0070772//PAS complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0010513//positive regulation of phosphatidylinositol biosynthetic processNA NP_596520.1//protein vac7 [Schizosaccharomyces pombe 972h-]protein vac7 (vac7), mRNA
2540630 NM_001022466.256.96 52.66 12.19 mcm7 GO:0071162//CMG complex;GO:0000781//chromosome, telomeric region;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0000790//nuclear chromatin;GO:0031261//DNA replication preinitiation complex;GO:0031298//replication fork protection complex;GO:0097373//MCM core complex;GO:0042555//MCM complex;GO:0005656//nuclear pre-replicative complex;GO:0043596//nuclear replication forkGO:0003688//DNA replication origin binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:1990518//single-stranded DNA-dependent ATP-dependent 3'-5' DNA helicase activity;GO:1990163//ATP-dependent four-way junction helicase activity;GO:0033679//3'-5' DNA/RNA helicase activity;GO:0003697//single-stranded DNA binding;GO:0003682//chromatin binding;GO:0003678//DNA helicase activity;GO:0003727//single-stranded RNA bindingGO:0030466//chromatin silencing at silent mating-type cassette;GO:0000727//double-strand break repair via break-induced replication;GO:0006268//DNA unwinding involved in DNA replication;GO:0006270//DNA replication initiation;GO:0006271//DNA strand elongation involved in DNA replication;GO:0006348//chromatin silencing at telomere;GO:0006267//pre-replicative complex assembly involved in nuclear cell cycle DNA replication;GO:1902975//mitotic DNA replication initiationK02210//DNA replication licensing factor MCM7 [EC:3.6.4.12]NP_596545.1//MCM complex subunit Mcm7 [Schizosaccharomyces pombe 972h-]MCM complex subunit Mcm7 (mcm7), mRNA
2539905 NM_001021075.280.75 69.39 67.54 cys2 GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004414//homoserine O-acetyltransferase activity;GO:0009001//serine O-acetyltransferase activity;GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsGO:0006555//methionine metabolic process;GO:0009058//biosynthetic process;GO:0006535//cysteine biosynthetic process from serine;GO:0019344//cysteine biosynthetic processK00641//homoserine O-acetyltransferase [EC:2.3.1.31]NP_595166.1//homoserine O-acetyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative homoserine O-acetyltransferase (cys2), mRNA
2543376 NM_001018981.264.07 60.8 11.75 SPAC3H1.06cGO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0005215//transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK22134;K10866//DNA repair protein RAD50 [EC:3.6.-.-]NP_593548.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPAC3H1.06c), mRNA
2540058 NM_001021065.259.52 61.13 47.31 SPBC106.07cGO:0005634//nucleus;GO:0005832//chaperonin-containing T-complexGO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0006457//protein foldingK09496//T-complex protein 1 subunit deltaXP_013023645.1//chaperonin-containing T-complex delta subunit Cct4 [Schizosaccharomyces cryophilus OY26]putative N alpha-acetylation related protein Nat2 (SPBC106.07c), mRNA
2541537 NM_001018267.263.72 62.75 43.28 lsh1 GO:0005788//endoplasmic reticulum lumen;GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0000774//adenyl-nucleotide exchange factor activity;GO:0004729//oxygen-dependent protoporphyrinogen oxidase activity;GO:0016887//ATPase activityGO:0006782//protoporphyrinogen IX biosynthetic process;GO:0006783//heme biosynthetic process;GO:0061077//chaperone-mediated protein foldingK00231//protoporphyrinogen/coproporphyrinogen III oxidase [EC:1.3.3.4 1.3.3.15];K09486//hypoxia up-regulated 1NP_592867.1//ER heat shock protein Lhs1 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Lhs1 (lsh1), mRNA
3361384 NM_001018285.245.24 38.41 38.05 cid14 GO:0005634//nucleus;GO:0031499//TRAMP complex;GO:0005730//nucleolus;GO:0016021//integral component of membraneGO:0003723//RNA binding;GO:0004652//polynucleotide adenylyltransferase activity;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0016779//nucleotidyltransferase activity;GO:0043023//ribosomal large subunit bindingGO:0006396//RNA processing;GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0006397//mRNA processing;GO:0016077//snoRNA catabolic process;GO:0016078//tRNA catabolic process;GO:0043630//ncRNA polyadenylation involved in polyadenylation-dependent ncRNA catabolic processK03514//non-canonical poly(A) RNA polymerase PAPD5/7 [EC:2.7.7.19]NP_001018181.1//poly(A) polymerase Cid14 [Schizosaccharomyces pombe 972h-]poly(A) polymerase Cid14 (cid14), mRNA
2540622 NM_001022505.263.04 56.45 44.54 sap62 GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0005829//cytosol;GO:0071013//catalytic step 2 spliceosomeGO:0003723//RNA binding;GO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingGO:0000245//spliceosomal complex assemblyK12826//splicing factor 3A subunit 2NP_596585.1//zinc finger protein Sap62 [Schizosaccharomyces pombe 972h-]zinc finger protein Sap62 (sap62), partial mRNA
2540132 NM_001022212.259.3 52.21 21.5 SPBC1778.07GO:0005634//nucleus;GO:0005829//cytosolGO:0030735//carnosine N-methyltransferase activity;GO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0008168//methyltransferase activityNA K19787//carnosine N-methyltransferase [EC:2.1.1.22]NP_596290.1//methyltransferase N2227 family [Schizosaccharomyces pombe 972h-]methyltransferase N2227 family (SPBC1778.07), mRNA
2540741 NM_001021531.252.72 54.59 49.9 SPBC83.05 GO:0005743//mitochondrial inner membrane;GO:0005737//cytoplasm;GO:0031305//integral component of mitochondrial inner membraneGO:0003723//RNA bindingGO:0000002//mitochondrial genome maintenanceNA NP_595637.1//mitochondrial RNA-binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein (SPBC83.05), mRNA
3361456 NM_001019690.248.46 47.91 18.56 swi2 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0031934//mating-type region heterochromatin;GO:0034974//Swi5-Swi2 complexGO:0003677//DNA bindingGO:0007049//cell cycle;GO:0007534//gene conversion at mating-type locusNA NP_001018264.1//Swi5 complex subunit Swi2 [Schizosaccharomyces pombe 972h-]Swi5 complex subunit Swi2 (swi2), mRNA
2543335 NM_001019497.142.58 41.7 10.72 bet5 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0030008//TRAPP complex;GO:0005801//cis-Golgi networkGO:0017112//Rab guanyl-nucleotide exchange factor activityGO:0006810//transport;GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK20300//trafficking protein particle complex subunit 1NP_594073.1//TRAPP complex subunit Bet5 (predicted) [Schizosaccharomyces pombe 972h-]putative TRAPP complex subunit Bet5 (bet5), partial mRNA
2541067 NM_001021315.272.21 74.19 82.53 SPBC337.07cGO:0005615//extracellular space;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0008270//zinc ion binding;GO:0004181//metallocarboxypeptidase activityGO:0009272//fungal-type cell wall biogenesisK08783 NP_595408.1//carboxypeptidase (predicted) [Schizosaccharomyces pombe 972h-]putative carboxypeptidase (SPBC337.07c), mRNA
2543045 NM_001018287.257.21 56.48 35.76 SPAC12G12.11cGO:0005634//nucleus;GO:0005829//cytosolGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:1990380//Lys48-specific deubiquitinase activityNA K01179//endoglucanase [EC:3.2.1.4]NP_592887.1//DUF544 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC12G12.11c), mRNA
2539761 NM_001023828.259.13 56.16 24.83 ogm4 GO:0012505//endomembrane system;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0097582//dolichyl-phosphate-mannose-protein mannosyltransferase Pmt1p-Pmt2p dimer complex;GO:0005789//endoplasmic reticulum membraneGO:0000030//mannosyltransferase activity;GO:0004169//dolichyl-phosphate-mannose-protein mannosyltransferase activityGO:0000032//cell wall mannoprotein biosynthetic process;GO:0035269//protein O-linked mannosylation;GO:0071712//ER-associated misfolded protein catabolic process;GO:0031505//fungal-type cell wall organizationK00728//dolichyl-phosphate-mannose-protein mannosyltransferase [EC:2.4.1.109]NP_596807.1//protein O-mannosyltransferase Ogm4 [Schizosaccharomyces pombe 972h-]protein O-mannosyltransferase Ogm4 (ogm4), mRNA
2539903 NM_001021832.257.84 51.29 12.83 SPBC15C4.04cGO:0051286//cell tip;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0032153//cell division siteGO:0015179//L-amino acid transmembrane transporter activity;GO:0015297//antiporter activity;GO:0015171//amino acid transmembrane transporter activityNA K19564;K09885NP_595924.1//amino-acid permease [Schizosaccharomyces pombe 972h-]amino-acid permease (SPBC15C4.04c), mRNA
2542342 NM_001018313.357.54 55.7 34.32 rsm19 GO:0005840//ribosome;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0000028//ribosomal small subunit assembly;GO:0032543//mitochondrial translation;GO:0006412//translationNA NP_592912.2//mitochondrial ribosomal protein subunit S19 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S19 (rsm19), mRNA
2539239 NM_001022940.287.18 89.92 43.98 oca2 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006808//regulation of nitrogen utilization;GO:0035556//intracellular signal transduction;GO:0007049//cell cycleK15361//WD repeat-containing protein 48;K08286NP_587949.1//serine/threonine protein kinase Oca2 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Oca2 (oca2), partial mRNA
2540535 NM_001022600.339.93 39.13 19.39 SPBC215.01 GO:0012505//endomembrane system;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005622//intracellular;GO:0032153//cell division siteGO:0005509//calcium ion binding;GO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0090630//activation of GTPase activity;GO:0031338//regulation of vesicle fusion;GO:0016192//vesicle-mediated transportK19951//TBC1 domain family member 8/9NP_596678.2//GTPase activating protein (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein (SPBC215.01), mRNA
2540499 NM_001022465.250.84 52.5 19.68 dnt1 GO:0072686//mitotic spindle;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0000182//rDNA binding;GO:0019211//phosphatase activator activityGO:0007000//nucleolus organization;GO:0031030//negative regulation of septation initiation signaling;GO:1902543//negative regulation of protein localization to mitotic spindle pole body;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0000183//chromatin silencing at rDNA;GO:0000917//division septum assemblyK11294//nucleolinNP_596544.1//nucleolar protein Dnt1 [Schizosaccharomyces pombe 972h-]nucleolar protein Dnt1 (dnt1), mRNA
2539984 NM_001023856.233.9 28.76 20.17 spf38 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005682//U5 snRNP;GO:0071014//post-mRNA release spliceosomal complexNA GO:0045292//mRNA cis splicing, via spliceosomeK12857//Prp8 binding proteinNP_596835.1//splicing factor Spf38 [Schizosaccharomyces pombe 972h-]splicing factor Spf38 (spf38), mRNA
2539011 NM_001022716.265.45 45.32 30.48 SPCC320.08 GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0022857//transmembrane transporter activityGO:0006810//transportK15287//solute carrier family 35, member F1/2NP_587721.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPCC320.08), mRNA
2539786 NM_001021917.228.92 28.34 5.69 fnx1 GO:0000329//fungal-type vacuole membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0031166//integral component of vacuolar membraneGO:0015188//L-isoleucine transmembrane transporter activity;GO:0015189//L-lysine transmembrane transporter activity;GO:0015182//L-asparagine transmembrane transporter activityGO:1903714//isoleucine transmembrane transport;GO:1990591//asparagine transmembrane import into vacuole;GO:1901482//L-lysine import involved in cellular response to nitrogen starvationK13095//splicing factor 1;K22134;K10866//DNA repair protein RAD50 [EC:3.6.-.-]NP_596009.1//vacuolar membrane amino acid uptake transporter Fnx1 [Schizosaccharomyces pombe 972h-]vacuolar membrane amino acid uptake transporter Fnx1 (fnx1), mRNA
2542441 NM_001020028.249.97 51.61 16.91 sam50 GO:0019867//outer membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0001401//mitochondrial sorting and assembly machinery complexNA GO:0045040//protein import into mitochondrial outer membraneK07277//outer membrane protein insertion porin familyNP_594600.1//mitochondrial sorting and assembly machinery complex subunit Sam50 (predicted) [Schizosaccharomyces pombe 972h-]putative sorting and assembly machinery complex subunit Sam50 (sam50), mRNA
2542745 NM_001020000.254.01 48.72 15.6 ura2 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004151//dihydroorotase activityGO:0044205//'de novo' UMP biosynthetic process;GO:0006221//pyrimidine nucleotide biosynthetic process;GO:0006207//'de novo' pyrimidine nucleobase biosynthetic processK01465 NP_594571.1//dihydroorotase Ura2 (predicted) [Schizosaccharomyces pombe 972h-]putative dihydroorotase Ura2 (ura2), mRNA
2542499 NM_001019751.244.27 40.01 7.93 SPAC1F12.04cGO:0005779//integral component of peroxisomal membrane;GO:0005829//cytosol;GO:0005778//peroxisomal membraneNA GO:0016559//peroxisome fissionNA NP_594330.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1F12.04c), partial mRNA
2540279 NM_001022329.250.81 46.72 24.18 SPBC3B8.04cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0005315//inorganic phosphate transmembrane transporter activity;GO:0005215//transporter activityGO:0055085//transmembrane transport;GO:0006817//phosphate ion transport;GO:0006797//polyphosphate metabolic process;GO:0035435//phosphate ion transmembrane transport;GO:0006814//sodium ion transport;GO:0098656//anion transmembrane transportK14430 NP_596410.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPBC3B8.04c), mRNA
2541280 NM_001021723.366.35 56.95 45.5 rpa2 GO:0005634//nucleus;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0032549//ribonucleoside binding;GO:0046872//metal ion binding;GO:0003677//DNA bindingGO:0006360//transcription from RNA polymerase I promoter;GO:0006351//transcription, DNA-templatedK03002//DNA-directed RNA polymerase I subunit RPA2 [EC:2.7.7.6]NP_595819.2//DNA-directed RNA polymerase I complex subunit Rpa2 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase I complex subunit Rpa2 (rpa2), partial mRNA
2541823 NM_001019234.2212.14 266.69 2349.83 SPAC23H3.15cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_593805.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC23H3.15c), mRNA
2541714 NM_001019986.365.9 60.95 28.76 tsn1 GO:0005634//nucleus;GO:0005829//cytosolGO:0003723//RNA binding;GO:1990605//GU repeat RNA binding;GO:0035939//microsatellite binding;GO:0043047//single-stranded telomeric DNA bindingGO:0016070//RNA metabolic process;GO:0051321//meiotic cell cycle;GO:0008033//tRNA processingK05287//phosphatidylinositol glycan, class F [EC:2.7.-.-]NP_594557.2//translin [Schizosaccharomyces pombe 972h-]translin (tsn1), mRNA
2540902 NM_001021080.250.68 49.92 27.58 SPBC582.04cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0016021//integral component of membrane;GO:0031618//nuclear pericentric heterochromatin;GO:0034507//chromosome, centromeric outer repeat regionGO:0003779//actin binding;GO:0003723//RNA bindingGO:1990141//chromatin silencing at centromere outer repeat region;GO:0070919//production of siRNA involved in chromatin silencing by small RNA;GO:0070868//heterochromatin organization involved in chromatin silencingNA NP_595172.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC582.04c), partial mRNA
2541465 NM_001020083.258.3 51.86 18.51 mmd1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0019135//deoxyhypusine monooxygenase activityGO:0000226//microtubule cytoskeleton organization;GO:2000765//regulation of cytoplasmic translation;GO:0008612//peptidyl-lysine modification to peptidyl-hypusineK06072//deoxyhypusine monooxygenase [EC:1.14.99.29]NP_594654.1//deoxyhypusine hydroxylase (predicted) [Schizosaccharomyces pombe 972h-]putative deoxyhypusine hydroxylase (mmd1), mRNA
2541377 NM_001020955.249.15 40.07 53.46 SPBPB10D8.07cGO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK15449//tRNA wybutosine-synthesizing protein 1 [EC:4.1.3.44]NP_595047.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPBPB10D8.07c), mRNA
2541048 NM_001021893.256.73 53.65 38.89 SPBC36B7.04GO:0005634//nucleus;GO:0005739//mitochondrionGO:0017150//tRNA dihydrouridine synthase activity;GO:0102263//tRNA-dihydrouridine17 synthase activity;GO:0050660//flavin adenine dinucleotide bindingGO:0002943//tRNA dihydrouridine synthesisK05542//tRNA-dihydrouridine synthase 1 [EC:1.3.1.88]NP_595986.1//tRNA dihydrouridine synthase Dus1 (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA dihydrouridine synthase Dus1 (SPBC36B7.04), mRNA
2541103 NM_001021414.337.08 34.2 27.95 mug166 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0051321//meiotic cell cycleNA NP_595504.3//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug166 (mug166), partial mRNA
3361412 NM_001356161.144.18 41.91 37.14 SPAC25G10.01GO:0005634//nucleus;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0000402//crossed form four-way junction DNA binding;GO:0003723//RNA binding;GO:0003677//DNA binding;GO:0008821//crossover junction endodeoxyribonuclease activity;GO:0046872//metal ion binding;GO:0070336//flap-structured DNA binding;GO:0000403//Y-form DNA binding;GO:0000400//four-way junction DNA bindingGO:0032042//mitochondrial DNA metabolic process;GO:0000002//mitochondrial genome maintenance;GO:0016573//histone acetylationK02365//separase [EC:3.4.22.49];K17676;K12897//transformer-2 proteinXP_001713104.1//RNA-binding protein [Schizosaccharomyces pombe 972h-]RNA-binding protein (SPAC25G10.01), mRNA
2541086 NM_001022056.253.07 54.27 61.24 aps2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0030122//AP-2 adaptor complexGO:0008565//protein transporter activityGO:0006886//intracellular protein transport;GO:0072583//clathrin-dependent endocytosis;GO:0016192//vesicle-mediated transportK11827//AP-2 complex subunit sigma-1NP_596138.1//AP-2 adaptor complex subunit Aps2 (predicted) [Schizosaccharomyces pombe 972h-]putative AP-2 adaptor complex subunit Aps2 (aps2), mRNA
2539702 NM_001022549.254.27 54.02 49.53 SPBC1604.12GO:0005829//cytosolNA NA K19849;K10750//chromatin assembly factor 1 subunit A;K11294//nucleolinNP_596628.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1604.12), mRNA
2539985 NM_001022661.267.12 65.37 33.08 ade8 GO:0005634//nucleus;GO:0005829//cytosolGO:0070626//(S)-2-(5-amino-1-(5-phospho-D-ribosyl)imidazole-4-carboxamido)succinate AMP-lyase (fumarate-forming) activity;GO:0004018//N6-(1,2-dicarboxyethyl)AMP AMP-lyase (fumarate-forming) activityGO:0044208//'de novo' AMP biosynthetic process;GO:0006106//fumarate metabolic process;GO:0006189//'de novo' IMP biosynthetic processK01756//adenylosuccinate lyase [EC:4.3.2.2]XP_013024865.1//adenylosuccinate lyase Ade8 [Schizosaccharomyces cryophilus OY26]adenylosuccinate lyase Ade8 (ade8), mRNA
2540581 NM_001022080.224.46 64.69 121.93 SPBC19C7.04cGO:0005634//nucleus;GO:0005829//cytosol;GO:0032153//cell division siteNA NA NA NP_596160.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC19C7.04c), mRNA
2541301 NM_001021721.255.55 57.78 50.73 ssr4 GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0005829//cytosol;GO:0016514//SWI/SNF complex;GO:0000790//nuclear chromatinNA GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templatedNA NP_595817.1//SWI/SNF and RSC complex subunit Ssr4 [Schizosaccharomyces pombe 972h-]SWI/SNF and RSC complex subunit Ssr4 (ssr4), mRNA

NR_151175.1 NR_151175.1 81.78 153.46 830.27 NA GO:0071627//integral component of fungal-type vacuolar membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0016787//hydrolase activityNA NA NP_593637.1//hypothetical protein SPAC23C11.06c [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.798), miscRNA
2540288 NM_001022580.2182.85 128.04 507.96 SPBC3B9.01 GO:0005634//nucleus;GO:0005829//cytosol;GO:0022626//cytosolic ribosomeGO:0000774//adenyl-nucleotide exchange factor activityGO:0071629//cytoplasm protein quality control by the ubiquitin-proteasome system;GO:0002181//cytoplasmic translation;GO:0006417//regulation of translationNA NP_596658.1//Hsp70 nucleotide exchange factor (predicted) [Schizosaccharomyces pombe 972h-]putative Hsp70 nucleotide exchange factor (SPBC3B9.01), mRNA
2538758 NM_001023411.262.52 64 22.9 ppe1 GO:0008287//protein serine/threonine phosphatase complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000159//protein phosphatase type 2A complex;GO:0000790//nuclear chromatinGO:0046872//metal ion binding;GO:0004721//phosphoprotein phosphatase activity;GO:0004722//protein serine/threonine phosphatase activityGO:0002098//tRNA wobble uridine modification;GO:0033048//negative regulation of mitotic sister chromatid segregation;GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0031929//TOR signaling;GO:0006281//DNA repair;GO:0030036//actin cytoskeleton organization;GO:0031505//fungal-type cell wall organization;GO:1900490//positive regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0070262//peptidyl-serine dephosphorylation;GO:0001302//replicative cell aging;GO:0051301//cell division;GO:0034599//cellular response to oxidative stress;GO:0000082//G1/S transition of mitotic cell cycle;GO:0007049//cell cycle;GO:1900486//positive regulation of isopentenyl diphosphate biosynthetic process, mevalonate pathwayK15427 NP_588420.1//serine/threonine protein phosphatase Ppe1 [Schizosaccharomyces pombe 972h-]serine/threonine protein phosphatase Ppe1 (ppe1), mRNA
2541613 NM_001019918.243.21 45.16 28.85 pkd2 GO:0005783//endoplasmic reticulum;GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0030173//integral component of Golgi membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005262//calcium channel activityGO:0017157//regulation of exocytosis;GO:0032995//regulation of fungal-type cell wall biogenesis;GO:0098703//calcium ion import across plasma membrane;GO:0061454//release of sequestered calcium ion into cytosol by GolgiNA NP_594489.1//TRP-like ion channel Pkd2 [Schizosaccharomyces pombe 972h-]TRP-like ion channel Pkd2 (pkd2), mRNA
2539970 NM_001021023.255.28 56.42 36.1 SPBC1773.01GO:0044732//mitotic spindle pole body;GO:0005635//nuclear envelope;GO:0090443//FAR/SIN/STRIPAK complex;GO:0005737//cytoplasm;GO:0071957//old mitotic spindle pole bodyNA GO:0031030//negative regulation of septation initiation signaling;GO:0061509//asymmetric protein localization to old mitotic spindle pole bodyK17608//striatin 1/3/4NP_595116.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (SPBC1773.01), mRNA
2542946 NM_001018719.244.41 48.46 61.78 fsv1 GO:0000138//Golgi trans cisterna;GO:0005783//endoplasmic reticulum;GO:0005770//late endosome;GO:0031201//SNARE complex;GO:0031902//late endosome membrane;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0000149//SNARE binding;GO:0005484//SNAP receptor activityGO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0006906//vesicle fusion;GO:0048278//vesicle docking;GO:0097576//vacuole fusionK08501//syntaxin 8NP_593289.1//SNARE Fsv1 [Schizosaccharomyces pombe 972h-]SNARE Fsv1 (fsv1), mRNA
2543470 NM_001019489.250.66 53.1 43.26 SPAC688.07cGO:0051286//cell tip;GO:0005829//cytosol;GO:0032153//cell division siteNA GO:1902412//regulation of mitotic cytokinesis;GO:1901891//regulation of cell septum assembly;GO:0034613//cellular protein localizationNA NP_594065.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC688.07c), mRNA
2539256 NM_001023324.246.81 51.22 56 SPCC285.04 GO:0005634//nucleus;GO:0005829//cytosolGO:0033971//hydroxyisourate hydrolase activityGO:0006144//purine nucleobase metabolic processK07127//5-hydroxyisourate hydrolase [EC:3.5.2.17]NP_588333.1//transthyretin (predicted) [Schizosaccharomyces pombe 972h-]putative transthyretin (SPCC285.04), mRNA
2539599 NM_001022851.251.17 55.38 33.9 SPCP31B10.02GO:0005739//mitochondrionGO:0016491//oxidoreductase activityNA K08869//aarF domain-containing kinaseNP_587858.1//mitochondrial conserved eukaryotic protein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCP31B10.02), partial mRNA
2538951 NM_001023351.241.65 41.91 32.97 ssp1 GO:0005829//cytosol;GO:1902716//cell cortex of growing cell tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004683//calmodulin-dependent protein kinase activity;GO:0005516//calmodulin bindingGO:0007165//signal transduction;GO:0042149//cellular response to glucose starvation;GO:1904262//negative regulation of TORC1 signaling;GO:0051523//cell growth mode switching, monopolar to bipolar;GO:0018107//peptidyl-threonine phosphorylation;GO:0018105//peptidyl-serine phosphorylation;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0030042//actin filament depolymerization;GO:0070317//negative regulation of G0 to G1 transition;GO:0042307//positive regulation of protein import into nucleusK21157 NP_588360.1//serine/threonine protein kinase Ssp1 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Ssp1 (ssp1), mRNA
2542747 NM_001019716.244.33 47.6 39.85 SPAC15A10.06GO:0000329//fungal-type vacuole membrane;GO:0005770//late endosome;GO:0005802//trans-Golgi network;GO:0005737//cytoplasm;GO:0000139//Golgi membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005769//early endosomeGO:0015386//potassium:proton antiporter activity;GO:0015385//sodium:proton antiporter activityGO:1902600//hydrogen ion transmembrane transport;GO:0035725//sodium ion transmembrane transport;GO:0071805//potassium ion transmembrane transport;GO:0007035//vacuolar acidificationK12041//solute carrier family 9 (sodium/hydrogen exchanger), member 6/7NP_594293.2//CPA1 sodium ion/proton antiporter (predicted) [Schizosaccharomyces pombe 972h-]putative CPA1 sodium ion/proton antiporter (SPAC15A10.06), partial mRNA
2540722 NM_001021580.350.42 51.89 72.87 SPBC21B10.02NA NA NA NA NP_595685.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC21B10.02), mRNA
2539220 NM_001023353.249.78 44.63 16.96 SPCC297.05 GO:0005634//nucleus;GO:0005829//cytosolGO:0017112//Rab guanyl-nucleotide exchange factor activity;GO:0019992//diacylglycerol bindingGO:0016192//vesicle-mediated transportNA NP_588362.1//diacylglycerol binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative diacylglycerol-binding protein (SPCC297.05), mRNA

14217757 NM_001356214.1100.96 99.47 390.57 SPBC30B4.09GO:0016021//integral component of membraneNA NA NA XP_001713128.1//hypothetical protein SPBC3D6.16 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC30B4.09), mRNA
2542543 NM_001018602.269.68 65.3 28.56 SPAC30D11.11GO:0016020//membrane;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0046872//metal ion binding;GO:0004872//receptor activityGO:0006882//cellular zinc ion homeostasisK07297//adiponectin receptorNP_593206.1//haemolysin-III family protein [Schizosaccharomyces pombe 972h-]hemolysin-III family protein (SPAC30D11.11), mRNA

NR_150969.1 NR_150969.1 50.6 45.39 16.9 NA NA NA NA NA NP_592800.1//conserved protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.608), miscRNA
2543530 NM_001019789.259.92 62.76 54.88 dlc2 GO:0005634//nucleus;GO:0030286//dynein complex;GO:0034399//nuclear periphery;GO:0005874//microtubule;GO:0005829//cytosol;GO:0005868//cytoplasmic dynein complex;GO:0035974//meiotic spindle pole bodyGO:0051959//dynein light intermediate chain binding;GO:0045505//dynein intermediate chain binding;GO:0003774//motor activity;GO:0008092//cytoskeletal protein bindingGO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0010970//transport along microtubule;GO:0030437//ascospore formation;GO:2000582//positive regulation of ATP-dependent microtubule motor activity, plus-end-directed;GO:0007017//microtubule-based process;GO:0000743//nuclear migration involved in conjugation with cellular fusionK10418//dynein light chain LC8-typeNP_594368.1//dynein light chain Dlc2 (predicted) [Schizosaccharomyces pombe 972h-]putative dynein light chain Dlc2 (dlc2), mRNA
2541009 NM_001021090.247.1 44.34 52.38 apq12 GO:0042175//nuclear outer membrane-endoplasmic reticulum membrane network;GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0005635//nuclear envelope;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0044255//cellular lipid metabolic process;GO:0006998//nuclear envelope organization;GO:0051028//mRNA transportNA NP_595182.1//nuclear membrane organization protein Apq12 (predicted) [Schizosaccharomyces pombe 972h-]putative nuclear membrane organization protein Apq12 (apq12), mRNA
2543204 NM_001018555.243.64 36.16 11.32 cid13 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004652//polynucleotide adenylyltransferase activity;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0003730//mRNA 3'-UTR bindingGO:0006378//mRNA polyadenylationK13291//terminal uridylyltransferase [EC:2.7.7.52]NP_593157.1//poly(A) polymerase Cid13 [Schizosaccharomyces pombe 972h-]poly(A) polymerase Cid13 (cid13), mRNA
2541274 NM_001022448.264.2 53.94 31.26 SPBP8B7.20cGO:0031298//replication fork protection complex;GO:0035101//FACT complex;GO:0005658//alpha DNA polymerase:primase complex;GO:0000790//nuclear chromatinGO:0031491//nucleosome binding;GO:0042393//histone bindingGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0045899//positive regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0006334//nucleosome assembly;GO:0006261//DNA-dependent DNA replication;GO:0034724//DNA replication-independent nucleosome organizationK01262//Xaa-Pro aminopeptidase [EC:3.4.11.9];K14835//25S rRNA (cytosine2870-C5)-methyltransferase [EC:2.1.1.310]XP_013021165.1//FACT complex component Spt16 [Schizosaccharomyces cryophilus OY26]putative RNA methyltransferase Nop2 (SPBP8B7.20c), mRNA
2540368 NM_001021241.256.11 57.75 24.8 clr6 GO:0032221//Rpd3S complex;GO:0033698//Rpd3L complex;GO:0005829//cytosol;GO:1990483//Clr6 histone deacetylase complex I'';GO:0070210//Rpd3L-Expanded complex;GO:0000775//chromosome, centromeric regionGO:0046872//metal ion binding;GO:0032041//NAD-dependent histone deacetylase activity (H3-K14 specific)GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0030702//chromatin silencing at centromereK06067//histone deacetylase 1/2 [EC:3.5.1.98]XP_013017524.1//histone deacetylase Clr6 [Schizosaccharomyces octosporus yFS286]class 1 histone deacetylase Clr6 (clr6), mRNA
2542285 NM_001019011.243.45 35.64 23.96 ras1 GO:0005634//nucleus;GO:0005622//intracellular;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0071521//Cdc42 GTPase complex;GO:0005829//cytosol;GO:0000935//division septum;GO:0005739//mitochondrion;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0002134//UTP binding;GO:0019003//GDP binding;GO:0005525//GTP binding;GO:0002135//CTP binding;GO:0003924//GTPase activityGO:0000747//conjugation with cellular fusion;GO:0097271//protein localization to bud neck;GO:0030437//ascospore formation;GO:0034307//regulation of ascospore formation;GO:0031139//positive regulation of conjugation with cellular fusion;GO:0000751//mitotic cell cycle G1 arrest in response to pheromone;GO:0000411//positive regulation of transcription by galactose;GO:0051321//meiotic cell cycle;GO:0032488//Cdc42 protein signal transduction;GO:1900182//positive regulation of protein localization to nucleus;GO:0072659//protein localization to plasma membrane;GO:2000769//regulation of establishment or maintenance of cell polarity regulating cell shape;GO:0032005//signal transduction involved in conjugation with cellular fusion;GO:0010514//induction of conjugation with cellular fusion;GO:0007190//activation of adenylate cyclase activity;GO:0001302//replicative cell aging;GO:0043410//positive regulation of MAPK cascade;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:2000222//positive regulation of pseudohyphal growth;GO:0016236//macroautophagyK07827//GTPase KRasNP_593579.1//GTPase Ras1 [Schizosaccharomyces pombe 972h-]GTPase Ras1 (ras1), mRNA
2539426 NM_001022860.250.24 46.56 47.55 cut15 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005643//nuclear pore;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008565//protein transporter activity;GO:0030674//protein binding, bridging;GO:0061608//nuclear import signal receptor activity;GO:0005525//GTP binding;GO:0008139//nuclear localization sequence bindingGO:0006607//NLS-bearing protein import into nucleus;GO:0006606//protein import into nucleusK08332//vacuolar protein 8NP_587868.1//karyopherin Cut15 [Schizosaccharomyces pombe 972h-]karyopherin Cut15 (cut15), mRNA
2539373 NM_001022806.247.24 44.6 47.66 ins1 GO:0032936//SREBP-SCAP complex;GO:0071458//integral component of cytoplasmic side of endoplasmic reticulum membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA GO:0035103//sterol regulatory element binding protein cleavage;GO:2001216//negative regulation of hydroxymethylglutaryl-CoA reductase (NADPH) activity;GO:0071456//cellular response to hypoxia;GO:0001934//positive regulation of protein phosphorylation;GO:0010895//negative regulation of ergosterol biosynthetic process;GO:0035437//maintenance of protein localization in endoplasmic reticulumNA NP_587813.1//INSIG domain protein [Schizosaccharomyces pombe 972h-]INSIG domain protein (ins1), mRNA
2540713 NM_001021763.256.6 53.34 12.66 mas2 GO:0017087//mitochondrial processing peptidase complex;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0004222//metalloendopeptidase activity;GO:0008270//zinc ion bindingGO:0006627//protein processing involved in protein targeting to mitochondrionK01412//mitochondrial-processing peptidase subunit alpha [EC:3.4.24.64]NP_595859.2//mitochondrial processing peptidase(MPP) complex alpha subunit Mas2 (predicted) [Schizosaccharomyces pombe 972h-]putative MPP complex alpha subunit Mas2 (mas2), mRNA
2540349 NM_001022191.248.8 38.93 14.68 SPBC30D10.15GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005635//nuclear envelope;GO:0030529//intracellular ribonucleoprotein complexGO:0030515//snoRNA bindingGO:0042254//ribosome biogenesis;GO:0006364//rRNA processing;GO:0001522//pseudouridine synthesis;GO:0000493//box H/ACA snoRNP assemblyK14763//H/ACA ribonucleoprotein complex non-core subunit NAF1NP_596270.1//snoRNP assembly factor Naf1 (predicted) [Schizosaccharomyces pombe 972h-]putative snoRNP assembly factor Naf1 (SPBC30D10.15), mRNA
2542666 NM_001019691.254.46 42.07 41.86 SPAC1142.04GO:0005654//nucleoplasm;GO:0005730//nucleolus;GO:0030691//Noc2p-Noc3p complex;GO:0030690//Noc1p-Noc2p complexNA GO:0042254//ribosome biogenesis;GO:0042273//ribosomal large subunit biogenesisK14833//nucleolar complex protein 2NP_594268.1//Noc complex subunit Noc2 family (predicted) [Schizosaccharomyces pombe 972h-]putative Noc complex Noc2 family subunit (SPAC1142.04), mRNA
2540583 NM_001022570.250.28 45.27 38.83 SPBC26H8.13cGO:0005634//nucleus;GO:0005829//cytosolNA GO:0006915//apoptotic processNA NP_596648.1//Siva family protein (predicted) [Schizosaccharomyces pombe 972h-]putative Siva family protein (SPBC26H8.13c), mRNA
2541275 NM_001021177.217.15 16.99 6.53 SPBC947.06cGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0000297//spermine transmembrane transporter activity;GO:0015606//spermidine transmembrane transporter activityGO:1903710//spermine transmembrane transport;GO:0055085//transmembrane transport;GO:1903711//spermidine transmembrane transportK08157 NP_595270.1//spermidine family transporter (predicted) [Schizosaccharomyces pombe 972h-]putative spermidine family transporter (SPBC947.06c), mRNA
2542515 NM_001020240.243.3 43.49 31.44 SPAC1952.09cGO:0005739//mitochondrionGO:0016787//hydrolase activityGO:0006084//acetyl-CoA metabolic processK01067//acetyl-CoA hydrolase [EC:3.1.2.1]XP_013022466.1//acetyl-CoA hydrolase [Schizosaccharomyces cryophilus OY26]putative acetyl-CoA hydrolase (SPAC1952.09c), mRNA
2539561 NM_001023423.245.6 41.89 34.78 SPCC576.05 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0070390//transcription export complex 2NA GO:0006406//mRNA export from nucleus;GO:0042274//ribosomal small subunit biogenesis;GO:0006611//protein export from nucleusNA NP_588432.1//nuclear export factor sac3 [Schizosaccharomyces pombe 972h-]nuclear export factor sac3 (SPCC576.05), mRNA
2540401 NM_001022130.273.84 83.11 389.17 SPBC2A9.02 NA GO:0004031//aldehyde oxidase activity;GO:0003824//catalytic activity;GO:0050662//coenzyme bindingGO:1990748//cellular detoxificationNA NP_596211.1//NAD dependent epimerase/dehydratase family protein [Schizosaccharomyces pombe 972h-]NAD-dependent epimerase/dehydratase family protein (SPBC2A9.02), mRNA
2539898 NM_001021863.259.9 44.45 29.12 trx2 GO:0005739//mitochondrionGO:0047134//protein-disulfide reductase activity;GO:0015035//protein disulfide oxidoreductase activity;GO:0016671//oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0004791//thioredoxin-disulfide reductase activityGO:0006662//glycerol ether metabolic process;GO:0034599//cellular response to oxidative stress;GO:1990748//cellular detoxification;GO:0045454//cell redox homeostasisK03671//thioredoxin 1NP_595954.2//mitochondrial thioredoxin Trx2 [Schizosaccharomyces pombe 972h-]thioredoxin Trx2 (trx2), mRNA
2541969 NM_001019931.333.22 31.88 32.55 cyp8 GO:0005634//nucleusGO:0034450//ubiquitin-ubiquitin ligase activity;GO:0061630//ubiquitin protein ligase activity;GO:0003755//peptidyl-prolyl cis-trans isomerase activity;GO:0004842//ubiquitin-protein transferase activityGO:0006457//protein folding;GO:0000209//protein polyubiquitinationK10598//peptidyl-prolyl cis-trans isomerase-like 2 [EC:5.2.1.8]NP_594502.2//cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp8 [Schizosaccharomyces pombe 972h-]cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp8 (cyp8), mRNA
2539636 NM_001021813.244.41 42.86 25.12 tim44 GO:0005759//mitochondrial matrix;GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005743//mitochondrial inner membrane;GO:0001405//presequence translocase-associated import motorGO:0005524//ATP binding;GO:0030674//protein binding, bridging;GO:0051087//chaperone bindingGO:0030150//protein import into mitochondrial matrixK17804//mitochondrial import inner membrane translocase subunit TIM44NP_595905.1//TIM23 translocase complex subunit Tim44 (predicted) [Schizosaccharomyces pombe 972h-]putative TIM23 translocase complex subunit Tim44 (tim44), mRNA
2543567 NM_001020250.250.45 52.38 32.86 ppk16 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0032878//regulation of establishment or maintenance of cell polarity;GO:0051321//meiotic cell cycle;GO:0035556//intracellular signal transductionK12761//carbon catabolite-derepressing protein kinase [EC:2.7.11.1]NP_594821.1//serine/threonine protein kinase Ppk16 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk16 (ppk16), mRNA
2540927 NM_001355775.153.95 52.32 21.62 pmt3 GO:0000836//Hrd1p ubiquitin ligase complex;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0003712//transcription cofactor activityGO:0030433//ubiquitin-dependent ERAD pathway;GO:0006356//regulation of transcription from RNA polymerase I promoterK20286//TATA element modulatory factor;K12160//small ubiquitin-related modifierNP_596036.1//TATA element modulatory factor-like protein [Schizosaccharomyces pombe 972h-]small ubiquitin-like modifier pmt3 (pmt3), mRNA
2539176 NM_001023535.342.8 43.93 17.39 SPCC1827.02cGO:0005634//nucleusGO:0004105//choline-phosphate cytidylyltransferase activity;GO:0016779//nucleotidyltransferase activityGO:0009058//biosynthetic process;GO:0006657//CDP-choline pathway;GO:0006656//phosphatidylcholine biosynthetic processK00968//choline-phosphate cytidylyltransferase [EC:2.7.7.15]NP_588548.2//cholinephosphate cytidylyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative cholinephosphate cytidylyltransferase (SPCC1827.02c), mRNA
2539597 NM_001023041.241.49 41.08 22.38 SPCC895.08cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_588049.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC895.08c), mRNA
2539052 NM_001023260.298.74 79.44 27.87 SPCC663.09cGO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityNA K17644 NP_588270.1//short chain dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative dehydrogenase (SPCC663.09c), mRNA

NR_150075.1 NR_150075.1 59.4 49.72 16.67 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0016300//tRNA (uracil) methyltransferase activity;GO:0008168//methyltransferase activityGO:0030488//tRNA methylationK15447//tRNASer (uridine44-2'-O)-methyltransferase [EC:2.1.1.211]NP_588271.1//tRNA (uracil-O(2)-)-methyltransferase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1214), miscRNA
2539958 NM_001022372.269.1 66.08 24.59 zfs1 GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0035925//mRNA 3'-UTR AU-rich region binding;GO:0003690//double-stranded DNA bindingGO:0061158//3'-UTR-mediated mRNA destabilization;GO:0051301//cell division;GO:0031139//positive regulation of conjugation with cellular fusion;GO:0007049//cell cycle;GO:0000956//nuclear-transcribed mRNA catabolic processK18753//butyrate response factor;K15308//tristetraprolinNP_596453.1//zinc finger protein [Schizosaccharomyces pombe 972h-]zinc finger protein (zfs1), mRNA
2542563 NM_001020242.245.88 50.88 10.54 ure2 GO:0005829//cytosolGO:0009039//urease activity;GO:0016151//nickel cation bindingGO:0043419//urea catabolic processK01427//urease [EC:3.5.1.5]XP_013018470.1//urease Ure2 [Schizosaccharomyces octosporus yFS286]urease Ure2 (ure2), mRNA
2539311 NM_001023546.262.94 66.82 66.31 apl4 GO:0005768//endosome;GO:0005794//Golgi apparatus;GO:0030131//clathrin adaptor complex;GO:0005737//cytoplasm;GO:0030121//AP-1 adaptor complexGO:0030276//clathrin binding;GO:0008565//protein transporter activityGO:0006896//Golgi to vacuole transport;GO:0006886//intracellular protein transport;GO:0016197//endosomal transport;GO:0016192//vesicle-mediated transportK12391//AP-1 complex subunit gamma-1NP_588559.1//AP-1 adaptor complex gamma subunit Apl4 [Schizosaccharomyces pombe 972h-]AP-1 adaptor complex gamma subunit Apl4 (apl4), mRNA
5802969 NM_001356188.155.34 59.9 17.55 cox1102 GO:0005759//mitochondrial matrix;GO:0005763//mitochondrial small ribosomal subunit;GO:0031304//intrinsic component of mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0008168//methyltransferase activity;GO:0005507//copper ion bindingGO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0032543//mitochondrial translation;GO:0006412//translationK02258//cytochrome c oxidase assembly protein subunit 11XP_001713114.1//rsm22-cox11 tandem protein cox1102 [Schizosaccharomyces pombe 972h-]rsm22-cox11 tandem protein cox1102 (cox1102), mRNA
2538917 NM_001023123.274.23 74.54 82.06 SPCC1322.05cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008237//metallopeptidase activity;GO:0004177//aminopeptidase activity;GO:0008270//zinc ion binding;GO:0042277//peptide binding;GO:0004463//leukotriene-A4 hydrolase activity;GO:0004301//epoxide hydrolase activity;GO:0070006//metalloaminopeptidase activityGO:0006508//proteolysis;GO:0044255//cellular lipid metabolic process;GO:0030163//protein catabolic process;GO:0043171//peptide catabolic processK01254//leukotriene-A4 hydrolase [EC:3.3.2.6]NP_588133.1//leukotriene A-4 hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative leukotriene A-4 hydrolase (SPCC1322.05c), mRNA
2542712 NM_001019906.257.54 56.08 22.24 SPAC25B8.17GO:0005765//lysosomal membrane;GO:0005783//endoplasmic reticulum;GO:1990578//perinuclear endoplasmic reticulum membrane;GO:0030660//Golgi-associated vesicle membrane;GO:0000139//Golgi membrane;GO:0071458//integral component of cytoplasmic side of endoplasmic reticulum membrane;GO:0071556//integral component of lumenal side of endoplasmic reticulum membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0042500//aspartic endopeptidase activity, intramembrane cleaving;GO:0004190//aspartic-type endopeptidase activityGO:0030433//ubiquitin-dependent ERAD pathwayK09595//minor histocompatibility antigen H13 [EC:3.4.23.-]NP_594477.1//peptidase family A22 [Schizosaccharomyces pombe 972h-]peptidase family A22 (SPAC25B8.17), mRNA
2539988 NM_001021053.238.5 38.43 45.83 SPBC1271.05cGO:0005634//nucleus;GO:0005829//cytosolGO:0008270//zinc ion bindingGO:0006616//SRP-dependent cotranslational protein targeting to membrane, translocationK07059//uncharacterized proteinNP_595145.1//zf-AN1 type zinc finger protein [Schizosaccharomyces pombe 972h-]zf-AN1 type zinc finger protein (SPBC1271.05c), mRNA
2542192 NM_001019000.260.13 56.86 72.07 cpd1 GO:0000812//Swr1 complex;GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0031515//tRNA (m1A) methyltransferase complex;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0003714//transcription corepressor activity;GO:0016429//tRNA (adenine-N1-)-methyltransferase activityGO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0030488//tRNA methylation;GO:0043968//histone H2A acetylation;GO:0043486//histone exchange;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylation;GO:0043967//histone H4 acetylationK07442//tRNA (adenine57-N1/adenine58-N1)-methyltransferase catalytic subunit [EC:2.1.1.219 2.1.1.220];K11324//DNA methyltransferase 1-associated protein 1NP_593567.1//tRNA (m1A) methyltransferase complex catalytic subunit Cpd1 [Schizosaccharomyces pombe 972h-]tRNA (m1A) methyltransferase complex catalytic subunit Cpd1 (cpd1), mRNA

NR_151372.1 NR_151372.1 39.19 36.63 21.62 NA GO:0005829//cytosolGO:0004022//alcohol dehydrogenase (NAD) activity;GO:0016491//oxidoreductase activityGO:0006091//generation of precursor metabolites and energy;GO:0006066//alcohol metabolic processK00344//NADPH2:quinone reductase [EC:1.6.5.5]NP_595121.1//alcohol dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.979), miscRNA
2540886 NM_001022027.255.16 55.58 35.41 vps901 GO:0005634//nucleus;GO:0005829//cytosolGO:0005085//guanyl-nucleotide exchange factor activity;GO:0042803//protein homodimerization activity;GO:0004066//asparagine synthase (glutamine-hydrolyzing) activityGO:0006541//glutamine metabolic process;GO:0006529//asparagine biosynthetic process;GO:0016192//vesicle-mediated transportK20131//Rab5 GDP/GTP exchange factorNP_596110.2//guanyl-nucleotide exchange factor Vps901 (predicted) [Schizosaccharomyces pombe 972h-]putative guanyl-nucleotide exchange factor Vps901 (vps901), mRNA
2541365 NM_001022451.254.44 52.85 44.86 SPBP8B7.23 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0016874//ligase activityGO:0006366//transcription from RNA polymerase II promoterK00223 NP_596530.1//hypothetical protein SPBP8B7.23 [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPBP8B7.23), mRNA
2541310 NM_001021900.249.47 50.23 18.91 toc1 GO:0031931//TORC1 complex;GO:0005829//cytosolNA GO:0030435//sporulation resulting in formation of a cellular spore;GO:0038202//TORC1 signaling;GO:0051321//meiotic cell cycleNA NP_595993.1//Tor complex Tor2 interacting protein 1 [Schizosaccharomyces pombe 972h-]Tor complex Tor2-interacting protein 1 (toc1), mRNA
2539619 NM_001021773.241.72 32.91 14.07 matmc_2 GO:0005634//nucleus;GO:0005816//spindle pole body;GO:0005737//cytoplasmGO:0044374//sequence-specific DNA binding, bending;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0001076//transcription factor activity, RNA polymerase II transcription factor binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0000747//conjugation with cellular fusion;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0051321//meiotic cell cycle;GO:0006355//regulation of transcription, DNA-templated;GO:0007531//mating type determination;GO:0006351//transcription, DNA-templated;GO:0010514//induction of conjugation with cellular fusionK09274 NP_595867.1//mating-type m-specific polypeptide mc 2 [Schizosaccharomyces pombe 972h-]mating-type m-specific polypeptide mc 2 (matmc_2), partial mRNA
2539182 NM_001022994.282.02 78.91 39.07 rpn1302 GO:0005634//nucleus;GO:0008541//proteasome regulatory particle, lid subcomplex;GO:0005829//cytosolGO:0043130//ubiquitin binding;GO:0061133//endopeptidase activator activity;GO:0070628//proteasome bindingGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK06691//26S proteasome regulatory subunit N13NP_588003.1//19S proteasome regulatory subunit rpn1302 [Schizosaccharomyces pombe 972h-]19S proteasome regulatory subunit rpn1302 (rpn1302), mRNA
2538701 NM_001022730.247.23 49.27 19.52 hif2 GO:0005634//nucleus;GO:0034967//Set3 complex;GO:0005829//cytosol;GO:0070210//Rpd3L-Expanded complexGO:0003714//transcription corepressor activityGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0016575//histone deacetylation;GO:0070869//heterochromatin assembly involved in chromatin silencingK04508//transducin (beta)-like 1NP_587735.1//Set3 complex subunit Hif2 [Schizosaccharomyces pombe 972h-]Set3 complex subunit Hif2 (hif2), mRNA
2542570 NM_001020223.244.6 53.73 29.26 SPAC1B3.20 GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_594795.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1B3.20), mRNA
2540706 NM_001022088.245.25 56.1 60.61 omh1 GO:0010008//endosome membrane;GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0034707//chloride channel complex;GO:0000139//Golgi membrane;GO:0005774//vacuolar membrane;GO:0005768//endosome;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0000026//alpha-1,2-mannosyltransferase activity;GO:0005247//voltage-gated chloride channel activityGO:0006879//cellular iron ion homeostasis;GO:0000032//cell wall mannoprotein biosynthetic process;GO:0006878//cellular copper ion homeostasis;GO:0006493//protein O-linked glycosylation;GO:0006487//protein N-linked glycosylation;GO:0044845//chain elongation of O-linked mannose residue;GO:1902476//chloride transmembrane transportK10967//alpha 1,2-mannosyltransferase [EC:2.4.1.-];K05012//chloride channel 3/4/5NP_596167.2//ClC chloride channel (predicted) [Schizosaccharomyces pombe 972h-]alpha-1,2-mannosyltransferase Omh1 (omh1), mRNA
2539096 NM_001023365.261.76 56.1 36.85 sly1 GO:0005829//cytosolGO:0000149//SNARE bindingGO:0006886//intracellular protein transport;GO:0006904//vesicle docking involved in exocytosisK19998//sec1 family domain-containing protein 1NP_588374.1//SNARE binding protein Sly1 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE-binding protein Sly1 (sly1), mRNA
2539509 NM_001023043.270.66 67.27 28.45 SPCC825.01 GO:0005829//cytosolGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0002183//cytoplasmic translational initiationK06185//ATP-binding cassette, subfamily F, member 2NP_588051.1//ATP-binding cassette protein [Schizosaccharomyces pombe 972h-]ATP-binding cassette protein (SPCC825.01), mRNA
2543445 NM_001020183.263.78 57.36 76.95 mpd2 GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0006888//ER to Golgi vesicle-mediated transport;GO:0051028//mRNA transportK18730//PERQ amino acid-rich with GYF domain-containing proteinNP_594756.1//GYF domain protein [Schizosaccharomyces pombe 972h-]GYF domain protein (mpd2), mRNA
2539595 NM_001023513.288.66 76.62 55.05 SPCC965.14cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016787//hydrolase activity;GO:0102480//5-fluorocytosine deaminase activity;GO:0008270//zinc ion binding;GO:0004131//cytosine deaminase activityGO:0019858//cytosine metabolic process;GO:0008655//pyrimidine-containing compound salvage;GO:0009451//RNA modification;GO:0044206//UMP salvageK15441//tRNA-specific adenosine deaminase 2 [EC:3.5.4.-]NP_588524.1//cytosine deaminase (predicted) [Schizosaccharomyces pombe 972h-]putative cytosine deaminase (SPCC965.14c), mRNA
2543103 NM_001019369.253.5 54.53 40.85 SPAC3F10.09GO:0005634//nucleus;GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0003949//1-(5-phosphoribosyl)-5-[(5-phosphoribosylamino)methylideneamino]imidazole-4-carboxamide isomerase activity;GO:0004932//mating-type factor pheromone receptor activityGO:0007186//G-protein coupled receptor signaling pathway;GO:0032005//signal transduction involved in conjugation with cellular fusion;GO:0051446//positive regulation of meiotic cell cycle;GO:0000162//tryptophan biosynthetic process;GO:0000105//histidine biosynthetic process;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0000749//response to pheromone involved in conjugation with cellular fusion;GO:0000755//cytogamyK04627;K01814//phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase [EC:5.3.1.16]NP_593942.1//pheromone M-factor receptor Map3 [Schizosaccharomyces pombe 972h-]1-(5-phosphoribosyl)-5-[(5-phosphoribosylamino)methylideneamino] imidazole-4-carboxamide isomerase (SPAC3F10.09), mRNA
2541157 NM_001021999.254.44 50.97 34.51 ubp14 GO:0005634//nucleus;GO:0005654//nucleoplasmGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0008270//zinc ion binding;GO:1990380//Lys48-specific deubiquitinase activityGO:0071108//protein K48-linked deubiquitination;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK11836//ubiquitin carboxyl-terminal hydrolase 5/13 [EC:3.4.19.12]NP_596085.1//ubiquitin C-terminal hydrolase Ubp14 [Schizosaccharomyces pombe 972h-]ubiquitin hydrolase Ubp14 (ubp14), mRNA
2541676 NM_001019454.254.99 52.93 22.87 SPAC24C9.04GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_594029.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC24C9.04), mRNA

NR_150158.1 NR_150158.1 52.03 58.39 25.42 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.129), miscRNA
2540575 NM_001022511.256.27 51.44 73.29 ubx4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0006511//ubiquitin-dependent protein catabolic processK15627//tether containing UBX domain for GLUT4NP_596591.1//UBX domain protein Ubx4 (predicted) [Schizosaccharomyces pombe 972h-]putative UBX domain protein Ubx4 (ubx4), mRNA
2539541 NM_001022818.256.39 53.98 32.58 SPCC4G3.13cGO:0000836//Hrd1p ubiquitin ligase complex;GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0000839//Hrd1p ubiquitin ligase ERAD-L complexGO:0097027//ubiquitin-protein transferase activator activity;GO:0043130//ubiquitin bindingGO:0030433//ubiquitin-dependent ERAD pathwayK14022 NP_587825.1//CUE domain protein Cue1/4 family involved in ER associated protein catabolism (predicted) [Schizosaccharomyces pombe 972h-]putative CUE domain-containing Cue1/4 family protein (SPCC4G3.13c), mRNA
2540082 NM_001021526.251.86 47.66 22.02 naa25 GO:0031416//NatB complex;GO:0005829//cytosolGO:0003779//actin binding;GO:0071885//N-terminal protein N-methyltransferase activityGO:1903475//mitotic actomyosin contractile ring assembly;GO:0006479//protein methylation;GO:0051604//protein maturationK17973//N-terminal acetyltransferase B complex non-catalytic subunitNP_595632.1//NatB N-acetyltransferase complex regulatory subunit Naa25 [Schizosaccharomyces pombe 972h-]NatB N-acetyltransferase complex regulatory subunit Naa25 (naa25), mRNA
2540593 NM_001021656.248.25 44.7 25.49 rga4 GO:0097575//lateral cell cortex;GO:0071944//cell periphery;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0046872//metal ion binding;GO:0005096//GTPase activator activityGO:0060305//regulation of cell diameter;GO:0007165//signal transduction;GO:2000784//positive regulation of establishment of cell polarity regulating cell shape;GO:0034613//cellular protein localization;GO:0060583//regulation of actin cortical patch localization;GO:0032231//regulation of actin filament bundle assembly;GO:0032956//regulation of actin cytoskeleton organization;GO:0070650//actin filament bundle distributionK19839 NP_595756.1//Rho-type GTPase activating protein Rga4 [Schizosaccharomyces pombe 972h-]Rho-type GTPase-activating protein Rga4 (rga4), mRNA
2541231 NM_001022395.274.54 58.28 55.95 SPBC887.01 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0010309//acireductone dioxygenase [iron(II)-requiring] activity;GO:0005506//iron ion binding;GO:0010308//acireductone dioxygenase (Ni2+-requiring) activityGO:0006555//methionine metabolic process;GO:0019509//L-methionine salvage from methylthioadenosineK08967//1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase [EC:1.13.11.53 1.13.11.54]NP_596475.1//acireductone dioxygenase family (predicted) [Schizosaccharomyces pombe 972h-]putative acireductone dioxygenase family protein (SPBC887.01), mRNA
2543432 NM_001018463.247.04 41.82 46.17 ppk14 GO:0005634//nucleus;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0035556//intracellular signal transduction;GO:0000749//response to pheromone involved in conjugation with cellular fusionK08286 NP_593065.1//serine/threonine protein kinase Ppk14 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk14 (ppk14), mRNA
2541851 NM_001019229.255.93 54.37 34.3 ssr2 GO:0016586//RSC-type complex;GO:0016514//SWI/SNF complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templatedK11649//SWI/SNF related-matrix-associated actin-dependent regulator of chromatin subfamily CNP_593800.1//SWI/SNF and RSC complex subunit Ssr2 [Schizosaccharomyces pombe 972h-]SWI/SNF and RSC complex subunit Ssr2 (ssr2), mRNA
2538948 NM_001022943.2 58 55.92 18.68 SPCC1020.07GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0016787//hydrolase activity;GO:1990738//pseudouridine 5'-phosphatase activity;GO:0016791//phosphatase activityGO:0008152//metabolic process;GO:0016075//rRNA catabolic process;GO:0043097//pyrimidine nucleoside salvageK17623//pseudouridine 5'-phosphatase [EC:3.1.3.96]NP_587952.1//haloacid dehalogenase-like hydrolase [Schizosaccharomyces pombe 972h-]haloacid dehalogenase-like hydrolase (SPCC1020.07), mRNA
2540281 NM_001022362.244.62 43.16 23.18 SPBC2G2.14GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005635//nuclear envelope;GO:0035974//meiotic spindle pole body;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0005739//mitochondrionGO:0008650//rRNA (uridine-2'-O-)-methyltransferase activityGO:0031167//rRNA methylation;GO:0000070//mitotic sister chromatid segregation;GO:0072766//centromere clustering at the mitotic nuclear envelopeK15508 NP_596443.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC2G2.14), mRNA
2542748 NM_001019719.266.83 69.61 428.61 SPAC15A10.09cGO:0051286//cell tip;GO:0030428//cell septum;GO:0032153//cell division site;GO:0000139//Golgi membrane;GO:0051285//cell cortex of cell tip;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneNA GO:0031505//fungal-type cell wall organizationNA NP_594296.1//SUR7 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative SUR7 family protein (SPAC15A10.09c), mRNA
2541448 NM_001019521.256.52 43.98 28 SPAC1486.09GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030688//preribosome, small subunit precursor;GO:0005737//cytoplasmGO:0004521//endoribonuclease activity;GO:0003723//RNA binding;GO:0046872//metal ion bindingGO:0000469//cleavage involved in rRNA processing;GO:0042274//ribosomal small subunit biogenesis;GO:0030490//maturation of SSU-rRNAK11883//RNA-binding protein NOB1NP_594097.1//ribosome biogenesis protein Nob1 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Nob1 (SPAC1486.09), mRNA
2542692 NM_001019887.241.85 42.52 13.15 mug56 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005628//prospore membrane;GO:0005619//ascospore wallNA GO:0030476//ascospore wall assembly;GO:1902657//protein localization to prospore membraneNA NP_594458.1//spore wall assembly protein (predicted) [Schizosaccharomyces pombe 972h-]putative spore wall assembly protein (mug56), mRNA
2541655 NM_001019273.2 48 41.74 17.94 SPAC7D4.14cGO:0016604//nuclear body;GO:1990477//NURS complex;GO:0000790//nuclear chromatin;GO:1990251//Mmi1 nuclear focusNA GO:0033621//nuclear-transcribed mRNA catabolic process, meiosis-specific transcripts;GO:1902801//regulation of heterochromatin island assemblyNA NP_593844.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC7D4.14c), mRNA
2539453 NM_001355943.146.9 41.04 7.33 SPCPB1C11.03GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0033229//cysteine transmembrane transporter activityGO:0055085//transmembrane transport;GO:1903712//cysteine transmembrane transportK08192 NP_588426.1//cysteine transporter (predicted) [Schizosaccharomyces pombe 972h-]putative cysteine transporter (SPCPB1C11.03), mRNA
2540824 NM_001021019.244.43 49.97 22.89 SPBC800.10cGO:0030479//actin cortical patch;GO:0005938//cell cortexGO:0005509//calcium ion bindingGO:0006886//intracellular protein transport;GO:0000147//actin cortical patch assembly;GO:0006897//endocytosisK12472//epidermal growth factor receptor substrate 15NP_595112.1//EPS15 repeat family actin cortical patch component (predicted) [Schizosaccharomyces pombe 972h-]putative EPS15 repeat-containing family actin cortical patch component protein (SPBC800.10c), mRNA
2540088 NM_001023773.265.82 61.61 52.49 mrpl23 GO:0005840//ribosome;GO:0000324//fungal-type vacuole;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003729//mRNA binding;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02871//large subunit ribosomal protein L13NP_596753.1//mitochondrial ribosomal protein subunit L13 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L13 (mrpl23), mRNA
2543023 NM_001020425.269.93 60.15 27.33 SPAC1039.03GO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activityGO:0008152//metabolic process;GO:0009056//catabolic processK14731;K17648NP_594994.1//esterase/lipase (predicted) [Schizosaccharomyces pombe 972h-]putative esterase/lipase (SPAC1039.03), mRNA
2542875 NM_001019135.2636.66 554.26 4029.4 ssa1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0051082//unfolded protein binding;GO:0016887//ATPase activityGO:0006457//protein folding;GO:1900035//negative regulation of cellular response to heat;GO:0042026//protein refolding;GO:0061077//chaperone-mediated protein foldingK03283//heat shock 70kDa protein 1/2/6/8NP_588421.1//heat shock protein Ssa2 (predicted) [Schizosaccharomyces pombe 972h-]putative heat shock protein Ssa1 (ssa1), mRNA
2542134 NM_001019102.258.57 56.95 46.13 SPAC18G6.06GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolusGO:0030515//snoRNA bindingGO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006412//translation;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0042274//ribosomal small subunit biogenesis;GO:0006364//rRNA processing;GO:0030490//maturation of SSU-rRNA;GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14769//U3 small nucleolar RNA-associated protein 11NP_593670.1//U3 snoRNP-associated protein Utp11 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Utp11 (SPAC18G6.06), mRNA
2541668 NM_001019917.259.7 45.15 30.23 has1 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005635//nuclear envelope;GO:0031428//box C/D snoRNP complex;GO:0030687//preribosome, large subunit precursor;GO:0005737//cytoplasm;GO:0031429//box H/ACA snoRNP complexGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0042802//identical protein binding;GO:0004386//helicase activityGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0010501//RNA secondary structure unwinding;GO:1990417//snoRNA release from pre-rRNA;GO:0006364//rRNA processingK13179//ATP-dependent RNA helicase DDX18/HAS1 [EC:3.6.4.13]NP_594488.1//ATP-dependent RNA helicase Has1 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Has1 (has1), mRNA
2542225 NM_001020195.248.63 51.41 31.03 fcp1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016591//DNA-directed RNA polymerase II, holoenzymeGO:0046872//metal ion binding;GO:0008420//CTD phosphatase activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0070940//dephosphorylation of RNA polymerase II C-terminal domainK15732//RNA polymerase II subunit A C-terminal domain phosphatase [EC:3.1.3.16]NP_594768.1//CTD phosphatase Fcp1 [Schizosaccharomyces pombe 972h-]CTD phosphatase Fcp1 (fcp1), mRNA
2541177 NM_001021396.241.32 45.13 29.19 SPBC725.05cGO:0016021//integral component of membraneGO:0004551//nucleotide diphosphatase activity;GO:0047429//nucleoside-triphosphate diphosphatase activity;GO:0003824//catalytic activityGO:0008152//metabolic process;GO:0009141//nucleoside triphosphate metabolic processNA NP_595485.1//nucleotide pyrophosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative nucleotide pyrophosphatase (SPBC725.05c), mRNA
2543251 NM_001018986.255.85 65.21 14.16 hsr1 GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046872//metal ion binding;GO:0003676//nucleic acid bindingGO:0043619//regulation of transcription from RNA polymerase II promoter in response to oxidative stress;GO:0006351//transcription, DNA-templatedK19799;K21545NP_593553.1//transcription factor Hsr1 [Schizosaccharomyces pombe 972h-]transcription factor Hsr1 (hsr1), mRNA
3361484 NM_001356000.144.98 50.02 71.4 SPAC1A6.02 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0043234//protein complexNA GO:0042274//ribosomal small subunit biogenesis;GO:0006364//rRNA processing;GO:0042273//ribosomal large subunit biogenesisK13333;K12816//pre-mRNA-processing factor 17XP_001713048.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (SPAC1A6.02), mRNA
2538780 NM_001023496.233.71 32.26 7.93 SPCC1840.07cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0016787//hydrolase activity;GO:0016791//phosphatase activityNA K14403//cleavage and polyadenylation specificity factor subunit 3 [EC:3.1.27.-]NP_588506.1//phosphoprotein phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoprotein phosphatase (SPCC1840.07c), mRNA
2541793 NM_001019169.262.5 54.8 41.74 SPAC22H10.02GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_593738.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC22H10.02), mRNA
3361128 NM_001023309.444.37 45.3 125.02 SPCC1442.04cGO:0005634//nucleus;GO:0005737//cytoplasmNA GO:0006311//meiotic gene conversion;GO:0007131//reciprocal meiotic recombinationNA NP_001018853.4//meiotic recombination protein (predicted) [Schizosaccharomyces pombe 972h-]putative meiotic recombination protein (SPCC1442.04c), mRNA
2540303 NM_001021131.255.83 56.16 31.19 gtp1 GO:0051286//cell tipGO:0005525//GTP bindingGO:1903833//positive regulation of cellular response to amino acid starvation;GO:0002181//cytoplasmic translationK06944//uncharacterized proteinNP_595225.2//GTP binding protein Gtp1 (predicted) [Schizosaccharomyces pombe 972h-]putative GTP-binding protein Gtp1 (gtp1), mRNA
2542335 NM_001356118.150.47 48.18 19.03 SPAC16E8.12cGO:0005634//nucleus;GO:1990483//Clr6 histone deacetylase complex I'';GO:0000790//nuclear chromatinNA GO:1990619//histone H3-K9 deacetylation;GO:0006325//chromatin organizationNA NP_594225.2//hypothetical protein SPAC16E8.12c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC16E8.12c), partial mRNA
2540703 NM_001022292.243.81 40.47 28.75 SPBC20F10.07GO:0044233//ER-mitochondrion membrane contact site;GO:0016021//integral component of membrane;GO:1990816//vacuole-mitochondrion membrane contact site;GO:0071561//nucleus-vacuole junction;GO:0005737//cytoplasmNA GO:1990456//mitochondrion-endoplasmic reticulum membrane tethering;GO:1990854//vacuole-ER tetheringNA NP_596371.1//GRAM domain protein [Schizosaccharomyces pombe 972h-]GRAM domain protein (SPBC20F10.07), mRNA
2542054 NM_001018484.259.07 59.04 33.17 vps4 GO:0010008//endosome membrane;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0045324//late endosome to vacuole transport;GO:0006998//nuclear envelope organizationK12196//vacuolar protein-sorting-associated protein 4NP_593086.1//AAA family ATPase Vps4 (predicted) [Schizosaccharomyces pombe 972h-]putative AAA family ATPase Vps4 (vps4), mRNA
2542068 NM_001018581.256.29 57.54 52.47 bet1 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0005484//SNAP receptor activityGO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK08504//blocked early in transport 1NP_593185.1//SNARE Bet1 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE protein Bet1 (bet1), mRNA
2539937 NM_001023842.253.07 51.44 43.46 arf6 GO:0005938//cell cortex;GO:0000935//division septum;GO:0005886//plasma membrane;GO:0032153//cell division site;GO:0000139//Golgi membrane;GO:0051285//cell cortex of cell tipGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0006886//intracellular protein transport;GO:0007264//small GTPase mediated signal transduction;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0051519//activation of bipolar cell growth;GO:0051523//cell growth mode switching, monopolar to bipolarK07941//ADP-ribosylation factor 6NP_596822.1//ADP-ribosylation factor, Arf family Arf6 [Schizosaccharomyces pombe 972h-]ADP-ribosylation factor-like protein Arf6 (arf6), mRNA
2543207 NM_001019045.238.06 46.55 56.61 SPAC3C7.13cGO:0051286//cell tip;GO:0005737//cytoplasm;GO:0051285//cell cortex of cell tip;GO:1905721//mitotic spindle astral microtubule end;GO:1990752//microtubule end;GO:0005829//cytosol;GO:1904511//cytoplasmic microtubule plus-end;GO:1905759//post-anaphase array microtubuleGO:0050661//NADP binding;GO:0051010//microtubule plus-end binding;GO:0008017//microtubule binding;GO:0004345//glucose-6-phosphate dehydrogenase activityGO:0071964//establishment of cell polarity regulating cell shape;GO:0006006//glucose metabolic process;GO:0000226//microtubule cytoskeleton organization;GO:0051156//glucose 6-phosphate metabolic process;GO:0009051//pentose-phosphate shunt, oxidative branch;GO:0006098//pentose-phosphate shunt;GO:0034613//cellular protein localization;GO:1990896//protein localization to cell cortex of cell tip;GO:0031122//cytoplasmic microtubule organization;GO:0000743//nuclear migration involved in conjugation with cellular fusionK00036//glucose-6-phosphate 1-dehydrogenase [EC:1.1.1.49 1.1.1.363]NP_593614.1//glucose-6-phosphate 1-dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative glucose-6-phosphate 1-dehydrogenase (SPAC3C7.13c), mRNA
2540105 NM_001021062.249.9 47.6 63.67 ada1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0003876//AMP deaminase activityGO:0032264//IMP salvageK01490//AMP deaminase [EC:3.5.4.6]NP_595153.2//adenosine deaminase Ada1 (predicted) [Schizosaccharomyces pombe 972h-]putative adenosine deaminase Ada1 (ada1), mRNA
2543573 NM_001020439.219.78 19.25 21.25 cat1 GO:0051286//cell tip;GO:0031520//plasma membrane of cell tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005773//vacuole;GO:0000139//Golgi membrane;GO:0032178//medial membrane band;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015193//L-proline transmembrane transporter activity;GO:0015189//L-lysine transmembrane transporter activity;GO:0015181//arginine transmembrane transporter activity;GO:0015171//amino acid transmembrane transporter activityGO:0097639//L-lysine import across plasma membrane;GO:0097638//L-arginine import across plasma membrane;GO:0019740//nitrogen utilizationK16261 NP_595008.3//cationic amino acid transporter Cat1 [Schizosaccharomyces pombe 972h-]cationic amino acid transporter Cat1 (cat1), mRNA
2541708 NM_001018315.258.82 54.47 20.23 trm112 GO:0005634//nucleus;GO:0043528//tRNA (m2G10) methyltransferase complex;GO:0005829//cytosol;GO:0035657//eRF1 methyltransferase complexGO:0004809//tRNA (guanine-N2-)-methyltransferase activity;GO:0016435//rRNA (guanine) methyltransferase activity;GO:0008276//protein methyltransferase activityGO:0000470//maturation of LSU-rRNA;GO:0018364//peptidyl-glutamine methylation;GO:0030488//tRNA methylation;GO:2000765//regulation of cytoplasmic translation;GO:0030490//maturation of SSU-rRNA;GO:0070476//rRNA (guanine-N7)-methylationK15448//multifunctional methyltransferase subunit TRM112NP_592914.1//protein and tRNA methyltransferase regulatory subunit Trm112 (predicted) [Schizosaccharomyces pombe 972h-]putative protein and tRNA methyltransferase regulatory subunit Trm112 (trm112), mRNA
2541272 NM_001021180.357.48 62.59 40.48 naa38 GO:0005768//endosome;GO:0030117//membrane coat;GO:0005794//Golgi apparatus;GO:0005905//clathrin-coated pit;GO:0005886//plasma membrane;GO:0030121//AP-1 adaptor complexGO:0030276//clathrin binding;GO:0008565//protein transporter activityGO:0006886//intracellular protein transport;GO:0016197//endosomal transport;GO:0016192//vesicle-mediated transportK12397//AP-3 complex subunit beta;K20824//N-alpha-acetyltransferase 38, NatC auxiliary subunit;K11825//AP-2 complex subunit beta-1NP_595274.1//AP-1 adaptor complex subunit beta subunit Apl2 [Schizosaccharomyces pombe 972h-]putative NatC N-acetyltransferase non-catalytic subunit Naa38 (naa38), partial mRNA
2543100 NM_001020074.251.86 58.43 28.16 ppk2 GO:0051286//cell tip;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0023014//signal transduction by protein phosphorylation;GO:0007346//regulation of mitotic cell cycle;GO:0032147//activation of protein kinase activity;GO:0031098//stress-activated protein kinase signaling cascade;GO:0042981//regulation of apoptotic processK04409//p21-activated kinase 1 [EC:2.7.11.1]NP_594646.1//serine/threonine protein kinase Ppk2 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk2 (ppk2), partial mRNA
2539987 NM_001022555.256.18 43.62 60.31 SPBC1604.06cGO:0030692//Noc4p-Nop14p complex;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0030688//preribosome, small subunit precursor;GO:0016021//integral component of membraneNA GO:0042254//ribosome biogenesis;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processing;GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14771//U3 small nucleolar RNA-associated protein 19NP_596634.1//CBF/Mak21 family (predicted) [Schizosaccharomyces pombe 972h-]putative Mak21 family protein (SPBC1604.06c), mRNA
2540384 NM_001355777.156.86 55.8 26.12 vps902 GO:0005829//cytosolGO:0005085//guanyl-nucleotide exchange factor activity;GO:0005096//GTPase activator activityGO:0016192//vesicle-mediated transportK20131//Rab5 GDP/GTP exchange factorNP_596056.1//guanyl-nucleotide exchange factor Vps902 (predicted) [Schizosaccharomyces pombe 972h-]putative guanyl-nucleotide exchange factor Vps902 (vps902), mRNA
2539962 NM_001021518.251.33 47.24 22.21 mrps28 GO:0005840//ribosome;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0032543//mitochondrial translation;GO:0006412//translationK20295//conserved oligomeric Golgi complex subunit 8;K02956//small subunit ribosomal protein S15NP_595624.1//mitochondrial ribosomal protein subunit S28 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S28 (mrps28), mRNA
2539260 NM_001023330.237.6 43.78 31.55 ucp10 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0044695//Dsc E3 ubiquitin ligase complexNA GO:0035103//sterol regulatory element binding protein cleavage;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK18726//FAS-associated factor 2NP_588339.1//UBA/UAS domain protein Ucp10 (predicted) [Schizosaccharomyces pombe 972h-]putative UBA/UAS domain-containing protein Ucp10 (ucp10), mRNA
2542778 NM_001019714.2 98 81.07 173.95 zpr1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008270//zinc ion bindingGO:0002181//cytoplasmic translationK06874//zinc finger proteinNP_594291.1//EF-1 alpha binding zinc finger protein Zpr1 (predicted) [Schizosaccharomyces pombe 972h-]putative EF-1 alpha-binding zinc finger protein Zpr1 (zpr1), mRNA
2541461 NM_001018411.260.51 60.86 12.13 mug161 GO:0005634//nucleus;GO:0071014//post-mRNA release spliceosomal complexNA GO:0051321//meiotic cell cycle;GO:0045292//mRNA cis splicing, via spliceosomeNA NP_593012.1//CwfJ family protein, splicing factor (predicted) [Schizosaccharomyces pombe 972h-]putative CwfJ family splicing factor mug161 (mug161), partial mRNA
2543239 NM_001018182.369.4 70.52 33.18 sod2 GO:0042175//nuclear outer membrane-endoplasmic reticulum membrane network;GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:1990578//perinuclear endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005628//prospore membraneGO:0015385//sodium:proton antiporter activityGO:0098719//sodium ion import across plasma membrane;GO:0030004//cellular monovalent inorganic cation homeostasis;GO:1902600//hydrogen ion transmembrane transport;GO:0030007//cellular potassium ion homeostasis;GO:0051452//intracellular pH reduction;GO:0036376//sodium ion export across plasma membrane;GO:0006883//cellular sodium ion homeostasisK03316 NP_592782.1//plasma membrane sodium ion/proton antiporter Sod2 [Schizosaccharomyces pombe 972h-]plasma membrane sodium ion/proton antiporter Sod2 (sod2), partial mRNA
2543493 NM_001018466.241.96 43.17 11.91 SPAC4G8.08GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneGO:0005381//iron ion transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0006810//transport;GO:0055085//transmembrane transport;GO:1990925//mitochondrial iron ion transmembrane transport;GO:0006839//mitochondrial transportK15113//solute carrier family 25 (mitochondrial iron transporter), member 28/37;K15111//solute carrier family 25 (mitochondrial S-adenosylmethionine transporter), member 26NP_593068.1//mitochondrial iron ion transporter (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial iron ion transporter (SPAC4G8.08), mRNA
2540271 NM_001022198.261.22 61.65 37.49 mgm101 GO:0000262//mitochondrial chromosome;GO:0042645//mitochondrial nucleoid;GO:0005739//mitochondrionGO:0003697//single-stranded DNA binding;GO:0003677//DNA bindingGO:0000725//recombinational repair;GO:0006281//DNA repair;GO:0000733//DNA strand renaturation;GO:0000002//mitochondrial genome maintenance;GO:0043504//mitochondrial DNA repair;GO:0036297//interstrand cross-link repairNA NP_596277.2//mitochondrial DNA repair protein (predicted) [Schizosaccharomyces pombe 972h-]putative DNA repair protein (mgm101), mRNA

NR_151325.1 NR_151325.1 16.44 14.6 7.24 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.935), miscRNA
NR_150287.1 NR_150287.1 49.11 50.67 87.52 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005737//cytoplasmGO:0009055//electron transfer activity;GO:0046872//metal ion binding;GO:0051537//2 iron, 2 sulfur cluster bindingGO:0016226//iron-sulfur cluster assembly;GO:0043066//negative regulation of apoptotic process;GO:0010421//hydrogen peroxide-mediated programmed cell death;GO:0006915//apoptotic processNA NP_595411.1//anamorsin family protein, involved in iron-sulfur cluster assembly (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1407), miscRNA

2539436 NM_001023103.255.44 53.81 24.6 nse3 GO:0030915//Smc5-Smc6 complex;GO:0005634//nucleusGO:0003690//double-stranded DNA bindingGO:0051321//meiotic cell cycle;GO:0000724//double-strand break repair via homologous recombinationNA NP_588113.1//Smc5-6 complex non-SMC subunit Nse3 [Schizosaccharomyces pombe 972h-]Smc5-6 complex non-SMC subunit Nse3 (nse3), mRNA
5802714 NM_001355910.158.86 73.1 96.62 tum1 GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0016784//3-mercaptopyruvate sulfurtransferase activity;GO:0004792//thiosulfate sulfurtransferase activity;GO:0016740//transferase activityGO:0002143//tRNA wobble position uridine thiolation;GO:1990799//mitochondrial tRNA wobble position uridine thiolationK01011//thiosulfate/3-mercaptopyruvate sulfurtransferase [EC:2.8.1.1 2.8.1.2]XP_001713164.1//thiosulfate sulfurtransferase, involved in tRNA wobble position thiolation Tum1 (predicted) [Schizosaccharomyces pombe 972h-]putative thiosulfate sulfurtransferase Tum1 (tum1), mRNA
2543605 NM_001020172.259.79 69.67 34.84 aap1 GO:0000324//fungal-type vacuole;GO:0005829//cytosol;GO:0000328//fungal-type vacuole lumen;GO:0005576//extracellular region;GO:0005737//cytoplasmGO:0008270//zinc ion binding;GO:0070006//metalloaminopeptidase activityGO:0006508//proteolysis;GO:0006518//peptide metabolic process;GO:0061077//chaperone-mediated protein foldingK01267//aspartyl aminopeptidase [EC:3.4.11.21]NP_594745.1//aspartyl aminopeptidase Aap1 [Schizosaccharomyces pombe 972h-]aspartyl aminopeptidase Aap1 (aap1), mRNA
2540429 NM_001021963.257.68 58.52 42.46 pom152 GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0005635//nuclear envelope;GO:0016021//integral component of membrane;GO:0070762//nuclear pore transmembrane ringNA GO:0006913//nucleocytoplasmic transport;GO:0030474//spindle pole body duplication;GO:0006606//protein import into nucleus;GO:0006999//nuclear pore organization;GO:0051028//mRNA transportK18725 NP_596052.1//nucleoporin Pom152 [Schizosaccharomyces pombe 972h-]nucleoporin Pom152 (pom152), mRNA
2540636 NM_001022536.241.55 28.73 21.08 sab10 GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0071011//precatalytic spliceosomeNA GO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosomeK12832//splicing factor 3B subunit 5NP_596615.1//splicing factor 3B (predicted) [Schizosaccharomyces pombe 972h-]putative splicing factor 3B (sab10), partial mRNA
2542274 NM_001020244.247.28 44.75 45.42 ned1 GO:0031965//nuclear membrane;GO:0005634//nucleus;GO:0005811//lipid droplet;GO:0019898//extrinsic component of membrane;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005773//vacuoleGO:0000287//magnesium ion binding;GO:0003713//transcription coactivator activity;GO:0008195//phosphatidate phosphatase activity;GO:0044212//transcription regulatory region DNA bindingGO:0006997//nucleus organization;GO:0034389//lipid particle organization;GO:0042144//vacuole fusion, non-autophagic;GO:0009060//aerobic respiration;GO:0008654//phospholipid biosynthetic process;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006276//plasmid maintenance;GO:0009062//fatty acid catabolic process;GO:0019432//triglyceride biosynthetic process;GO:0007029//endoplasmic reticulum organizationK15728//phosphatidate phosphatase LPIN [EC:3.1.3.4]NP_594815.1//lipin Ned1 [Schizosaccharomyces pombe 972h-]lipin Ned1 (ned1), mRNA
2541251 NM_001021173.251.67 48.53 67.27 dsc1 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membrane;GO:0044695//Dsc E3 ubiquitin ligase complexGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0035103//sterol regulatory element binding protein cleavage;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0000042//protein targeting to Golgi;GO:1900039//positive regulation of cellular response to hypoxia;GO:0043162//ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0000209//protein polyubiquitinationK06030//mitofusin 2 [EC:3.6.5.-]NP_595266.2//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (dsc1), mRNA
2542319 NM_001018474.262.92 52.53 40.07 nmd3 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunit;GO:0005737//cytoplasmGO:0043023//ribosomal large subunit bindingGO:0000055//ribosomal large subunit export from nucleus;GO:0000054//ribosomal subunit export from nucleusK07562//nonsense-mediated mRNA decay protein 3NP_593077.1//export adaptor Nmd3 (predicted) [Schizosaccharomyces pombe 972h-]putative export adaptor Nmd3 (nmd3), mRNA
2542390 NM_001019334.233.84 30.58 11.53 SPAC6F6.11cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0008478//pyridoxal kinase activity;GO:0005524//ATP bindingGO:0042823//pyridoxal phosphate biosynthetic process;GO:0009443//pyridoxal 5'-phosphate salvageK00868//pyridoxine kinase [EC:2.7.1.35]NP_593904.1//pyridoxine-pyridoxal-pyridoxamine kinase (predicted) [Schizosaccharomyces pombe 972h-]putative pyridoxine-pyridoxal-pyridoxamine kinase (SPAC6F6.11c), mRNA

NR_150574.1 NR_150574.1 50.06 40.11 118.82 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004791//thioredoxin-disulfide reductase activityGO:0019430//removal of superoxide radicalsK00384 NP_001018848.1//thioredoxin reductase Trr1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1678), miscRNA
2541600 NM_001018733.260.96 59.93 42.66 rna14 GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005739//mitochondrion;GO:0005849//mRNA cleavage factor complexGO:0003729//mRNA bindingGO:0006397//mRNA processing;GO:0006379//mRNA cleavage;GO:0006378//mRNA polyadenylation;GO:0031440//regulation of mRNA 3'-end processingK14408//cleavage stimulation factor subunit 3NP_593303.1//mRNA cleavage and polyadenylation specificity factor complex subunit Rna14 (predicted) [Schizosaccharomyces pombe 972h-]putative cleavage and polyadenylation specificity factor complex subunit Rna14 (rna14), mRNA
2539172 NM_001022942.249.31 43.08 31.99 SPCC1020.08GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0009055//electron transfer activity;GO:0102521//tRNA-4-demethylwyosine synthase activity;GO:0046872//metal ion binding;GO:0010181//FMN binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0003824//catalytic activityGO:0031591//wybutosine biosynthetic process;GO:0055114//oxidation-reduction processK15449//tRNA wybutosine-synthesizing protein 1 [EC:4.1.3.44]NP_587951.1//wybutosine biosynthesis protein Tyw1 (predicted) [Schizosaccharomyces pombe 972h-]putative wybutosine biosynthesis protein Tyw1 (SPCC1020.08), mRNA
2542301 NM_001018533.253.33 53.92 20.34 ssl3 GO:0005634//nucleus;GO:0032116//SMC loading complex;GO:0005829//cytosol;GO:0000785//chromatin;GO:0090694//Scc2-Scc4 cohesin loading complexGO:0003690//double-stranded DNA bindingGO:0034184//positive regulation of maintenance of mitotic sister chromatid cohesion;GO:0061780//mitotic cohesin loading;GO:0051301//cell division;GO:0007064//mitotic sister chromatid cohesion;GO:1905406//positive regulation of mitotic cohesin loadingNA NP_593137.1//cohesin loading factor Ssl3 [Schizosaccharomyces pombe 972h-]cohesin loading factor Ssl3 (ssl3), mRNA
2539214 NM_001022873.259.36 59.84 14.47 mis16 GO:0005634//nucleus;GO:0000778//condensed nuclear chromosome kinetochore;GO:0098654//CENP-A recruiting complex;GO:0005737//cytoplasmNA GO:0000070//mitotic sister chromatid segregation;GO:0016569//covalent chromatin modification;GO:0061641//CENP-A containing chromatin organization;GO:0051382//kinetochore assemblyK10752//histone-binding protein RBBP4NP_587881.1//kinetochore protein Mis16 [Schizosaccharomyces pombe 972h-]kinetochore protein Mis16 (mis16), mRNA
3361427 NM_001019827.250.57 63.59 45.78 SPAPB18E9.04cGO:0009986//cell surface;GO:0005576//extracellular regionNA NA K22016//mucin-3/17NP_001018272.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB18E9.04c), partial mRNA
2541685 NM_001020427.232.51 36.43 8.3 klf1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0016021//integral component of membrane;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0060237//regulation of fungal-type cell wall organization;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK11215;K09466;K09467NP_594996.1//zinc finger protein Klf1 [Schizosaccharomyces pombe 972h-]zinc finger protein Klf1 (klf1), mRNA
2539338 NM_001023149.266.49 60.18 18.92 naa15 GO:0031415//NatA complex;GO:0043234//protein complex;GO:0005737//cytoplasmGO:0010698//acetyltransferase activator activity;GO:0016740//transferase activityGO:0017196//N-terminal peptidyl-methionine acetylation;GO:1902391//positive regulation of N-terminal peptidyl-serine acetylationK20792//N-alpha-acetyltransferase 15/16, NatA auxiliary subunitNP_588160.1//NatA N-acetyltransferase complex regulatory subunit Naa15 (predicted) [Schizosaccharomyces pombe 972h-]putative NatA N-acetyltransferase complex regulatory subunit Naa15 (naa15), mRNA
2542813 NM_001020419.251.02 46.85 14.02 SPAC29B12.11cGO:0005634//nucleus;GO:0005829//cytosolGO:0001105//RNA polymerase II transcription coactivator activityGO:0045944//positive regulation of transcription from RNA polymerase II promoterK15458 NP_594988.1//hypothetical protein SPAC29B12.11c [Schizosaccharomyces pombe 972h-]WW domain-binding protein (SPAC29B12.11c), mRNA
2543038 NM_001018321.254.41 56.17 21.39 mrp20 GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02892//large subunit ribosomal protein L23NP_592920.1//mitochondrial ribosomal protein subunit L23 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L23 (mrp20), mRNA
2538968 NM_001022993.254.95 59.51 472.8 SPCC16A11.15cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_588002.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC16A11.15c), mRNA
2543574 NM_001020176.252.6 48.05 34.67 SPAC4F10.06GO:0005634//nucleus;GO:0030686//90S preribosome;GO:0005730//nucleolusNA GO:0042274//ribosomal small subunit biogenesis;GO:0030490//maturation of SSU-rRNAK03936//NADH dehydrogenase (ubiquinone) Fe-S protein 3 [EC:1.6.5.3 1.6.99.3];K16231NP_594749.1//ribosome small subunit biogenesis protein, BUD22 family (predicted) [Schizosaccharomyces pombe 972h-]putative BUD22 family ribosome small subunit biogenesis protein (SPAC4F10.06), mRNA
2539098 NM_001023012.242.22 26.32 50.01 SPCC24B10.18GO:0005634//nucleus;GO:0005730//nucleolusNA NA NA NP_588021.1//hypothetical protein SPCC24B10.18 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC24B10.18), mRNA
2543352 NM_001018666.230.08 34.17 85.63 alg13 GO:0042406//extrinsic component of endoplasmic reticulum membrane;GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0043541//UDP-N-acetylglucosamine transferase complex;GO:0005829//cytosolGO:0042802//identical protein binding;GO:0004577//N-acetylglucosaminyldiphosphodolichol N-acetylglucosaminyltransferase activityGO:0006488//dolichol-linked oligosaccharide biosynthetic processK07432//beta-1,4-N-acetylglucosaminyltransferase [EC:2.4.1.141]NP_593269.1//N-acetylglucosaminyldiphosphodolichol N-acetylglucosaminyltransferase Alg13 (predicted) [Schizosaccharomyces pombe 972h-]putative N-acetylglucosaminyldiphosphodolichol N-acetylglucosaminyltransferase Alg13 (alg13), mRNA
2540641 NM_001021766.245.54 52.47 23.09 ctr6 GO:0000329//fungal-type vacuole membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005628//prospore membraneGO:0005375//copper ion transmembrane transporter activityGO:0035434//copper ion transmembrane transportK14686//solute carrier family 31 (copper transporter), member 1NP_595861.1//vacuolar copper transporter Ctr6 [Schizosaccharomyces pombe 972h-]Cu transporter Ctr6 (ctr6), mRNA
2542091 NM_001019286.251.64 54.27 18.33 sfp47 GO:0005768//endosome;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:2000157//negative regulation of ubiquitin-specific protease activity;GO:0070647//protein modification by small protein conjugation or removalK04705//signal transducing adaptor molecule;K20121//formin-binding protein 1;K20522;K03099//son of sevenlessNP_593857.1//SH3 domain-containing protein [Schizosaccharomyces pombe 972h-]SH3 domain-containing protein (sfp47), mRNA
2543425 NM_001020177.2 43 39.71 39.39 atg13 GO:0005829//cytosol;GO:1990316//Atg1/ULK1 kinase complex;GO:0000407//phagophore assembly site;GO:0005737//cytoplasmGO:0016301//kinase activityGO:0030435//sporulation resulting in formation of a cellular spore;GO:0051321//meiotic cell cycle;GO:0006914//autophagy;GO:0015031//protein transport;GO:0016236//macroautophagyK08331//autophagy-related protein 13NP_594750.1//autophagy associated protein kinase regulatory subunit Atg13 [Schizosaccharomyces pombe 972h-]autophagy-associated protein kinase regulatory subunit Atg13 (atg13), mRNA
2539235 NM_001022801.245.83 44.48 20.26 mug122 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0035091//phosphatidylinositol bindingGO:0051321//meiotic cell cycleNA NP_587808.1//PX/PXA domain protein [Schizosaccharomyces pombe 972h-]PX/PXA domain protein (mug122), mRNA
2539872 NM_001021829.254.63 47.93 11.5 oca3 GO:0072546//ER membrane protein complex;GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0032153//cell division siteNA GO:1990456//mitochondrion-endoplasmic reticulum membrane tethering;GO:0034975//protein folding in endoplasmic reticulum;GO:0007049//cell cycleNA NP_595921.2//TPR repeat protein Oca3/ ER membrane protein complex Ecm2 (predicted) [Schizosaccharomyces pombe 972h-]putative TPR repeat-containing protein Oca3 (oca3), mRNA
2541082 NM_001021216.245.27 43.78 42.89 SPBC577.11 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatusNA NA NA NP_595309.1//DUF3074 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC577.11), mRNA
2541735 NM_001019284.250.49 49.74 24.9 taf1 GO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:1990316//Atg1/ULK1 kinase complex;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membrane;GO:0005737//cytoplasmGO:0032947//protein complex scaffold activity;GO:0019901//protein kinase bindingGO:0061723//glycophagy;GO:0030242//autophagy of peroxisome;GO:0061709//reticulophagy;GO:0000422//autophagy of mitochondrion;GO:0006995//cellular response to nitrogen starvation;GO:0034497//protein localization to phagophore assembly site;GO:0001934//positive regulation of protein phosphorylation;GO:0015031//protein transport;GO:0000045//autophagosome assembly;GO:0016236//macroautophagyK08330 NP_593855.1//Taz1 interacting factor 1, autophagy protein [Schizosaccharomyces pombe 972h-]autophagy-associated protein taf1 (taf1), mRNA
2543224 NM_001020212.253.77 51.66 19.03 SPAPB8E5.10GO:0005634//nucleus;GO:0005829//cytosolGO:0016757//transferase activity, transferring glycosyl groups;GO:0004849//uridine kinase activity;GO:0004845//uracil phosphoribosyltransferase activity;GO:0005525//GTP bindingGO:0006223//uracil salvage;GO:0009116//nucleoside metabolic process;GO:0008655//pyrimidine-containing compound salvage;GO:0043097//pyrimidine nucleoside salvage;GO:0006206//pyrimidine nucleobase metabolic process;GO:0044206//UMP salvageK00761//uracil phosphoribosyltransferase [EC:2.4.2.9]NP_594785.1//uracil phosphoribosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB8E5.10), mRNA
2540289 NM_001021007.252.07 59.27 106.27 pep12 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005770//late endosome;GO:0005794//Golgi apparatus;GO:0031201//SNARE complex;GO:0016021//integral component of membraneGO:0000149//SNARE binding;GO:0005484//SNAP receptor activity;GO:0004871//signal transducer activityGO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0006906//vesicle fusion;GO:0000160//phosphorelay signal transduction system;GO:0048278//vesicle dockingK08489//syntaxin 16;K21155;K01067//acetyl-CoA hydrolase [EC:3.1.2.1]NP_595100.2//SNARE Pep12 [Schizosaccharomyces pombe 972h-]SNARE Pep12 (pep12), mRNA
2539551 NM_001023555.235.27 63.05 90.85 SPCC569.05cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0000297//spermine transmembrane transporter activity;GO:0015606//spermidine transmembrane transporter activityGO:1903710//spermine transmembrane transport;GO:0055085//transmembrane transport;GO:1903711//spermidine transmembrane transportK08157 NP_595330.1//spermidine family transporter (predicted) [Schizosaccharomyces pombe 972h-]putative spermidine family transporter (SPCC569.05c), mRNA
2541109 NM_001021995.242.32 41.46 20.9 ppk30 GO:0030479//actin cortical patch;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0007015//actin filament organization;GO:0000147//actin cortical patch assembly;GO:0007165//signal transduction;GO:0030100//regulation of endocytosis;GO:0006468//protein phosphorylationK08853//AP2-associated kinase [EC:2.7.11.1]NP_596081.1//Ark1/Prk1 family protein kinase Ppk30 [Schizosaccharomyces pombe 972h-]Ark1/Prk1 family protein kinase Ppk30 (ppk30), mRNA

14217735 NM_001355816.145.39 37.08 18.99 tam12 NA NA NA NA XP_004001728.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein tam12 (tam12), partial mRNA
3361260 NM_001021499.251.48 53.64 38.25 prp5 GO:0080008//Cul4-RING E3 ubiquitin ligase complex;GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0000974//Prp19 complex;GO:0071011//precatalytic spliceosome;GO:0071014//post-mRNA release spliceosomal complex;GO:0071013//catalytic step 2 spliceosomeNA GO:0045292//mRNA cis splicing, via spliceosomeK12862//pleiotropic regulator 1NP_595604.1//WD repeat protein Prp5 [Schizosaccharomyces pombe 972h-]WD repeat protein Prp5 (prp5), mRNA
2543319 NM_001019194.253.09 43.78 25.53 trm10 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0052905//tRNA (guanine(9)-N(1))-methyltransferase activityGO:0002939//tRNA N1-guanine methylation;GO:0030488//tRNA methylationK15445//tRNA (guanine9-N1)-methyltransferase [EC:2.1.1.221]NP_593764.1//tRNA m(1)G methyltransferase Trm10 (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA m(1)G methyltransferase Trm10 (trm10), mRNA
2542582 NM_001356149.132.99 31.78 22.67 pms1 GO:0000228//nuclear chromosome;GO:0032389//MutLalpha complex;GO:0005634//nucleus;GO:0005631//chitosan layer of spore wall;GO:0005829//cytosolGO:0003697//single-stranded DNA binding;GO:0003677//DNA binding;GO:0004099//chitin deacetylase activity;GO:0005524//ATP binding;GO:0030983//mismatched DNA binding;GO:0016887//ATPase activityGO:0030476//ascospore wall assembly;GO:0034232//ascospore wall chitin catabolic process;GO:0006298//mismatch repair;GO:0043570//maintenance of DNA repeat elementsK10858//DNA mismatch repair protein PMS2NP_594417.1//MutL family mismatch-repair protein Pms1 [Schizosaccharomyces pombe 972h-]MutL family mismatch-repair protein Pms1 (pms1), mRNA

14217452 NM_001356248.156.05 45.02 12.81 tam10 GO:0005730//nucleolusGO:0003723//RNA bindingNA NA XP_004001716.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein tam10 (tam10), partial mRNA
2541700 NM_001019204.250.44 66.85 186.07 SPAC32A11.02cNA NA NA K10777//DNA ligase 4 [EC:6.5.1.1]NP_593775.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC32A11.02c), mRNA
2543006 NM_001355966.125.63 17.99 4.92 SPAC11D3.17GO:0005634//nucleusGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK09466 NP_592812.1//zf-C2H2 type zinc finger protein [Schizosaccharomyces pombe 972h-]zf-C2H2 type zinc finger protein (SPAC11D3.17), mRNA
2540976 NM_001022592.253.1 49.42 34.95 trs23 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0030008//TRAPP complexGO:0017112//Rab guanyl-nucleotide exchange factor activityGO:0006810//transport;GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK20303//trafficking protein particle complex subunit 4NP_596670.1//TRAPP complex subunit Trs23 (predicted) [Schizosaccharomyces pombe 972h-]putative TRAPP complex subunit Trs23 (trs23), mRNA
2539140 NM_001023059.244.76 42.56 25.86 gyp2 GO:0012505//endomembrane system;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellularGO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0090630//activation of GTPase activity;GO:0031338//regulation of vesicle fusion;GO:0016192//vesicle-mediated transportK19951//TBC1 domain family member 8/9NP_588067.1//GTPase activating protein Gyp2 (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein Gyp2 (gyp2), mRNA
2542193 NM_001356042.156.71 54.67 24.89 spn4 GO:0032151//mitotic septin complex;GO:0036391//medial cortex septin ring;GO:0005829//cytosolGO:0005525//GTP bindingGO:0000281//mitotic cytokinesisK16948 XP_013020727.1//septin Spn4 [Schizosaccharomyces octosporus yFS286]septin Spn4 (spn4), mRNA
5802726 NM_001355937.148.28 36.78 12.89 spc19 GO:0042729//DASH complex;GO:0005737//cytoplasm;GO:0005876//spindle microtubuleGO:0051010//microtubule plus-end bindingGO:0051301//cell division;GO:0007052//mitotic spindle organization;GO:1990758//mitotic sister chromatid biorientation;GO:0008608//attachment of spindle microtubules to kinetochoreK11572 XP_001713170.1//DASH complex subunit Spc19 [Schizosaccharomyces pombe 972h-]DASH complex subunit Spc19 (spc19), partial mRNA
2539255 NM_001022713.268.47 53.73 33.32 SPCC320.11cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0030687//preribosome, large subunit precursorGO:0003723//RNA bindingGO:0042254//ribosome biogenesis;GO:0042273//ribosomal large subunit biogenesis;GO:0042255//ribosome assemblyK07565//60S ribosome subunit biogenesis protein NIP7NP_587718.1//RNA-binding protein involved in ribosome biogenesis (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding and ribosome biogenesis protein (SPCC320.11c), mRNA
2541627 NM_001018265.245.86 45.51 24.07 yam8 GO:0016020//membrane;GO:0005622//intracellular;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015275//stretch-activated, cation-selective, calcium channel activity;GO:0005262//calcium channel activityGO:0035585//calcium-mediated signaling using extracellular calcium source;GO:0098703//calcium ion import across plasma membraneK08284 NP_592865.1//calcium channel regulatory subunit Yam8 [Schizosaccharomyces pombe 972h-]calcium channel regulatory subunit Yam8 (yam8), partial mRNA
2539101 NM_001022768.258.26 57.45 19.58 gma12 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0031228//intrinsic component of Golgi membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0031278//alpha-1,2-galactosyltransferase activity;GO:0016757//transferase activity, transferring glycosyl groupsGO:0006493//protein O-linked glycosylation;GO:0042125//protein galactosylation;GO:0006487//protein N-linked glycosylation;GO:0006491//N-glycan processing;GO:0009272//fungal-type cell wall biogenesisK05532;K10971NP_587775.1//alpha-1,2-galactosyltransferase Gma12 [Schizosaccharomyces pombe 972h-]alpha-1,2-galactosyltransferase Gma12 (gma12), mRNA
2539080 NM_001022727.253.43 54.89 24.12 sif1 GO:0005783//endoplasmic reticulum;GO:0044732//mitotic spindle pole body;GO:0016021//integral component of membrane;GO:0043529//GET complexGO:0043495//protein membrane anchorGO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0045048//protein insertion into ER membraneNA NP_587732.1//Sad1 interacting factor 1 [Schizosaccharomyces pombe 972h-]Sad1-interacting factor 1 (sif1), mRNA
2540412 NM_001022539.251.12 53.79 44.78 SPBC211.08cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0000176//nuclear exosome (RNase complex);GO:0005829//cytosol;GO:0000177//cytoplasmic exosome (RNase complex);GO:0000178//exosome (RNase complex)GO:0003723//RNA binding;GO:0000175//3'-5'-exoribonuclease activityGO:0031125//rRNA 3'-end processing;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:0034661//ncRNA catabolic process;GO:0016075//rRNA catabolic process;GO:0034427//nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0071028//nuclear mRNA surveillance;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070651//nonfunctional rRNA decay;GO:0071051//polyadenylation-dependent snoRNA 3'-end processing;GO:0034475//U4 snRNA 3'-end processing;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic process;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic processK12587//exosome complex component MTR3NP_596618.1//exosome complex component mtr3 [Schizosaccharomyces pombe 972h-]exosome complex component mtr3 (SPBC211.08c), mRNA
2541480 NM_001019976.230.29 28.08 11.64 eng2 GO:0009986//cell surface;GO:1990819//actin fusion focus;GO:0016021//integral component of membrane;GO:0072324//ascus epiplasmGO:0052862//glucan endo-1,4-beta-glucanase activity, C-3 substituted reducing group;GO:0052861//glucan endo-1,3-beta-glucanase activity, C-3 substituted reducing group;GO:0072317//glucan endo-1,3-beta-D-glucosidase activity involved in ascospore release from ascusGO:0016998//cell wall macromolecule catabolic process;GO:0031505//fungal-type cell wall organization;GO:1904541//fungal-type cell wall disassembly involved in conjugation with cellular fusionK01180//endo-1,3(4)-beta-glucanase [EC:3.2.1.6]NP_594547.1//endo-1,3-beta-glucanase Eng2 [Schizosaccharomyces pombe 972h-]endo-1,3-beta-glucanase Eng2 (eng2), mRNA
2542046 NM_001019806.260.51 58.6 34.9 kap104 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0005635//nuclear envelope;GO:1990023//mitotic spindle midzone;GO:0005737//cytoplasm;GO:0034399//nuclear periphery;GO:0005829//cytosolGO:0008536//Ran GTPase binding;GO:0008565//protein transporter activity;GO:0061608//nuclear import signal receptor activity;GO:0005525//GTP binding;GO:0008139//nuclear localization sequence bindingGO:0006607//NLS-bearing protein import into nucleus;GO:0000060//protein import into nucleus, translocation;GO:0042991//transcription factor import into nucleus;GO:0051028//mRNA transport;GO:0006610//ribosomal protein import into nucleus;GO:0010458//exit from mitosis;GO:0006609//mRNA-binding (hnRNP) protein import into nucleus;GO:0006606//protein import into nucleusK18752//transportin-1NP_594385.1//karyopherin Kap104 [Schizosaccharomyces pombe 972h-]karyopherin Kap104 (kap104), mRNA
2540166 NM_001020967.251.88 51.62 16.25 SPBC1683.05GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0000139//Golgi membraneGO:0015205//nucleobase transmembrane transporter activity;GO:0005215//transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transport;GO:0015851//nucleobase transport;GO:0015837//amine transportK03457 NP_595061.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPBC1683.05), mRNA
2543254 NM_001020279.238.22 38.82 28.56 red1 GO:0005634//nucleus;GO:0016604//nuclear body;GO:1990345//MTREC complex;GO:1990477//NURS complex;GO:1990251//Mmi1 nuclear focus;GO:1990342//heterochromatin island;GO:0071920//cleavage bodyGO:0046872//metal ion bindingGO:1902802//regulation of heterochromatin domain assembly;GO:0033621//nuclear-transcribed mRNA catabolic process, meiosis-specific transcripts;GO:1902801//regulation of heterochromatin island assembly;GO:0043144//snoRNA processingK11294//nucleolinNP_594850.2//hypothetical protein SPAC1006.03c [Schizosaccharomyces pombe 972h-]RNA elimination defective protein red1 (red1), mRNA
2542379 NM_001018532.248.91 45.77 42.32 SPAC1687.17cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0030433//ubiquitin-dependent ERAD pathwayK13989//Derlin-2/3NP_593136.2//hypothetical protein SPAC1687.17c [Schizosaccharomyces pombe 972h-]putative Der1 family protein (SPAC1687.17c), mRNA
2539344 NM_001022872.253.22 49.6 14.29 SPCC1672.09GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0016787//hydrolase activity;GO:0004771//sterol esterase activity;GO:0016788//hydrolase activity, acting on ester bondsGO:0016042//lipid catabolic process;GO:0006696//ergosterol biosynthetic processK01052//lysosomal acid lipase/cholesteryl ester hydrolase [EC:3.1.1.13]NP_587880.1//triglyceride lipase-cholesterol esterase (predicted) [Schizosaccharomyces pombe 972h-]putative triglyceride lipase-cholesterol esterase (SPCC1672.09), mRNA
2541590 NM_001018737.239.8 37.03 11.65 cdr2 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0071341//medial cortical node;GO:0031097//medial cortexGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0072453//signal transduction involved in G2 cell size control checkpoint;GO:1902412//regulation of mitotic cytokinesis;GO:0051301//cell division;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0120047//positive regulation of protein localization to medial cortical node;GO:0035556//intracellular signal transductionK02515;K06668;K18679NP_593307.1//serine/threonine protein kinase Cdr2 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Cdr2 (cdr2), mRNA
2542217 NM_001020226.245.97 40.7 32.11 SPAC1B3.13 GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0034455//t-UTP complexGO:0030515//snoRNA bindingGO:0006351//transcription, DNA-templated;GO:0030490//maturation of SSU-rRNAK14552//NET1-associated nuclear protein 1 (U3 small nucleolar RNA-associated protein 17)NP_594798.2//U3 snoRNP-associated protein Nan1 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Nan1 (SPAC1B3.13), mRNA
2539894 NM_001021354.259.01 63.6 32.02 rid1 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0032153//cell division siteGO:0016279//protein-lysine N-methyltransferase activity;GO:0003779//actin binding;GO:0017048//Rho GTPase bindingGO:0018026//peptidyl-lysine monomethylation;GO:0042254//ribosome biogenesis;GO:0018023//peptidyl-lysine trimethylation;GO:0030036//actin cytoskeleton organization;GO:0018027//peptidyl-lysine dimethylationK19199//histone-lysine N-methyltransferase SETD3 [EC:2.1.1.43];K12879//THO complex subunit 2NP_595446.1//ribosomal lysine methyltransferase Set10 [Schizosaccharomyces pombe 972h-]putative GTPase-binding protein Rid1 (rid1), mRNA

NR_151088.1 NR_151088.1 52.94 57.59 26.13 NA GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016780//phosphotransferase activity, for other substituted phosphate groups;GO:0004307//ethanolaminephosphotransferase activity;GO:0004142//diacylglycerol cholinephosphotransferase activityGO:0008654//phospholipid biosynthetic process;GO:0006646//phosphatidylethanolamine biosynthetic process;GO:0006656//phosphatidylcholine biosynthetic processK00993//ethanolaminephosphotransferase [EC:2.7.8.1]NP_593240.1//CDP-alcohol phosphatidyltransferase class-I family protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.718), miscRNA
2539776 NM_001021382.358.18 59.65 21.25 SPBC1306.01cGO:0005739//mitochondrionGO:0003746//translation elongation factor activity;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0032543//mitochondrial translation;GO:0070125//mitochondrial translational elongationK02355//elongation factor GNP_595472.2//mitochondrial translation elongation factor G (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial translation elongation factor G (SPBC1306.01c), mRNA
2539461 NM_001022973.244.96 43.79 29.69 atg1 GO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:0005829//cytosol;GO:1990316//Atg1/ULK1 kinase complex;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membraneGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0006914//autophagy;GO:0015031//protein transport;GO:0016236//macroautophagyK08269//serine/threonine-protein kinase ULK2 [EC:2.7.11.1]NP_587982.1//autophagy and CVT pathway serine/threonine protein kinase Atg1 [Schizosaccharomyces pombe 972h-]autophagy and CVT pathway serine/threonine protein kinase Atg1 (atg1), mRNA
2543049 NM_001018443.258.99 63.38 16.91 mug65 GO:0016021//integral component of membraneNA GO:0030476//ascospore wall assemblyNA NP_593044.2//spore wall assembly protein (predicted) [Schizosaccharomyces pombe 972h-]putative spore wall assembly protein (mug65), mRNA
2541470 NM_001020132.236.25 30.87 4.44 rpb9 GO:0005665//DNA-directed RNA polymerase II, core complex;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0016591//DNA-directed RNA polymerase II, holoenzymeGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0008270//zinc ion binding;GO:0003968//RNA-directed 5'-3' RNA polymerase activity;GO:0003676//nucleic acid bindingGO:0006283//transcription-coupled nucleotide-excision repair;GO:0006379//mRNA cleavage;GO:0001193//maintenance of transcriptional fidelity during DNA-templated transcription elongation from RNA polymerase II promoter;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0006366//transcription from RNA polymerase II promoterK03017//DNA-directed RNA polymerase II subunit RPB9NP_594705.1//DNA-directed RNA polymerase II complex subunit Rpb9 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase II complex subunit Rpb9 (rpb9), mRNA
2540311 NM_001021976.245.81 47.89 17.47 SPBC2G5.04cGO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005783//endoplasmic reticulum;GO:0030173//integral component of Golgi membrane;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0033116//endoplasmic reticulum-Golgi intermediate compartment membrane;GO:0005737//cytoplasmNA GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK20366//endoplasmic reticulum-Golgi intermediate compartment protein 2NP_596065.1//COPII-coated vesicle component Erv41 (predicted) [Schizosaccharomyces pombe 972h-]putative COPII-coated vesicle-associated protein Erv41 (SPBC2G5.04c), partial mRNA
2539805 NM_001021305.247.06 45.21 26.31 lsd1 GO:0005634//nucleus;GO:0033193//Lsd1/2 complex;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0031491//nucleosome binding;GO:0003677//DNA binding;GO:0008168//methyltransferase activity;GO:0032454//histone demethylase activity (H3-K9 specific);GO:0016491//oxidoreductase activityGO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0060194//regulation of antisense RNA transcription;GO:0006351//transcription, DNA-templated;GO:0011000//replication fork arrest at mating type locus;GO:0071515//genetic imprinting at mating-type locus;GO:1902681//regulation of replication fork arrest at rDNA repeats;GO:0033169//histone H3-K9 demethylation;GO:0051445//regulation of meiotic cell cycleK11450//lysine-specific histone demethylase 1A [EC:1.-.-.-]NP_595398.1//histone demethylase SWIRM1 [Schizosaccharomyces pombe 972h-]histone demethylase SWIRM1 (lsd1), mRNA
2540983 NM_001021314.255.97 56.8 41.57 cwf15 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0000974//Prp19 complex;GO:0071014//post-mRNA release spliceosomal complexGO:0003723//RNA bindingGO:0000398//mRNA splicing, via spliceosomeK12863//protein CWC15NP_595407.1//complexed with Cdc5 protein Cwf15 [Schizosaccharomyces pombe 972h-]protein Cwf15 (cwf15), mRNA
2543632 NM_001018398.251.13 53.14 29.23 aur1 GO:0030173//integral component of Golgi membrane;GO:0032580//Golgi cisterna membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0070916//inositol phosphoceramide synthase complexGO:0045140//inositol phosphoceramide synthase activityGO:0006673//inositol phosphoceramide metabolic process;GO:0030148//sphingolipid biosynthetic processK02867//large subunit ribosomal protein L11NP_592999.1//inositol phosphorylceramide synthase Aur1 (predicted) [Schizosaccharomyces pombe 972h-]putative inositol phosphorylceramide synthase Aur1 (aur1), mRNA
2542979 NM_001020353.256.07 51.95 19.51 abp1 GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0032153//cell division site;GO:0099079//actin bodyGO:0003779//actin bindingGO:0030036//actin cytoskeleton organizationK20520//drebrin-like proteinNP_594921.1//cofilin/tropomyosin family protein abp1 [Schizosaccharomyces pombe 972h-]cofilin/tropomyosin family protein abp1 (abp1), mRNA
2541312 NM_001021722.241.8 37.77 21.22 SPBP23A10.06GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0016530//metallochaperone activity;GO:0022857//transmembrane transporter activityGO:0006810//transport;GO:0006828//manganese ion transport;GO:0006839//mitochondrial transport;GO:1990540//mitochondrial manganese ion transmembrane transportK15119//solute carrier family 25, member 39/40NP_595818.1//mitochondrial manganese ion transporter (predicted) [Schizosaccharomyces pombe 972h-]putative Mn(2+) ion transporter (SPBP23A10.06), mRNA
2542258 NM_001019686.257.26 58.15 44.18 ysh1 GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005829//cytosolGO:0004521//endoribonuclease activity;GO:0046872//metal ion bindingGO:0034247//snoRNA splicing;GO:0098789//pre-mRNA cleavage required for polyadenylation;GO:0031126//snoRNA 3'-end processing;GO:0006369//termination of RNA polymerase II transcription;GO:0006379//mRNA cleavage;GO:0006378//mRNA polyadenylationK14403//cleavage and polyadenylation specificity factor subunit 3 [EC:3.1.27.-]NP_594263.2//mRNA cleavage and polyadenylation specificity factor complex endoribonuclease subunit Ysh1 [Schizosaccharomyces pombe 972h-]cleavage and polyadenylation specificity factor complex endoribonuclease subunit Ysh1 (ysh1), mRNA
2538731 NM_001022959.235.01 46.65 16.04 ctr4 GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005375//copper ion transmembrane transporter activityGO:0098705//copper ion import across plasma membraneK14686//solute carrier family 31 (copper transporter), member 1NP_587968.1//copper transporter complex subunit Ctr4 [Schizosaccharomyces pombe 972h-]Cu transporter complex subunit Ctr4 (ctr4), mRNA

NR_151102.1 NR_151102.1 55.8 41.51 43.91 NA GO:0005737//cytoplasm;GO:0005832//chaperonin-containing T-complexGO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0006457//protein foldingK09497//T-complex protein 1 subunit epsilonXP_013016190.1//chaperonin-containing T-complex epsilon subunit Cct5 [Schizosaccharomyces octosporus yFS286]antisense RNA (predicted) (SPNCRNA.730), miscRNA
2540765 NM_001356233.146.36 44.56 99.08 SPBC1D7.01 GO:0016272//prefoldin complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0051082//unfolded protein bindingGO:0006457//protein folding;GO:0007010//cytoskeleton organization;GO:0007021//tubulin complex assemblyK09548//prefoldin subunit 1NP_595718.1//prefoldin subunit 1 (predicted) [Schizosaccharomyces pombe 972h-]putative prefoldin subunit 1 (SPBC1D7.01), mRNA

14218044 NM_001356186.127.65 31 63.85 cmc4 GO:0005758//mitochondrial intermembrane spaceNA NA NA XP_004001796.1//mitochondrial intermembrane space protein involved in respiratory growth Cmc4 [Schizosaccharomyces pombe 972h-]protein Cmc4 (cmc4), partial mRNA
2538749 NM_001022874.238.28 37.33 16.84 SPCC1672.11cGO:0043231//intracellular membrane-bounded organelle;GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:1990816//vacuole-mitochondrion membrane contact siteGO:0005524//ATP binding;GO:0005388//calcium-transporting ATPase activity;GO:0042626//ATPase activity, coupled to transmembrane movement of substances;GO:0046872//metal ion binding;GO:1903135//cupric ion binding;GO:0008270//zinc ion binding;GO:0016887//ATPase activity;GO:0030145//manganese ion bindingGO:0055085//transmembrane transport;GO:0030026//cellular manganese ion homeostasis;GO:0006882//cellular zinc ion homeostasis;GO:0006812//cation transport;GO:0006874//cellular calcium ion homeostasisK14951//cation-transporting P-type ATPase 13A3/4/5 [EC:3.6.3.-]NP_587882.1//P-type ATPase P5 type (predicted) [Schizosaccharomyces pombe 972h-]putative P-type ATPase P5 type (SPCC1672.11c), mRNA
2541315 NM_001021498.250.8 49.66 12.53 SPBP22H7.06GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0016301//kinase activity;GO:0050262//ribosylnicotinamide kinase activityGO:0034356//NAD biosynthesis via nicotinamide riboside salvage pathway;GO:0019359//nicotinamide nucleotide biosynthetic process;GO:0046495//nicotinamide riboside metabolic processK10524//nicotinamide/nicotinate riboside kinase [EC:2.7.1.22 2.7.1.173]NP_595603.1//nicotinamide riboside kinase (predicted) [Schizosaccharomyces pombe 972h-]putative nicotinamide riboside kinase (SPBP22H7.06), mRNA
2538806 NM_001023498.252.52 58.29 16.7 SPCC1840.09GO:0005739//mitochondrionGO:0003954//NADH dehydrogenase activity;GO:0003824//catalytic activity;GO:0050662//coenzyme bindingGO:1901006//ubiquinone-6 biosynthetic processNA NP_588508.1//NAD dependent epimerase/dehydratase family protein [Schizosaccharomyces pombe 972h-]NAD-dependent epimerase/dehydratase family protein (SPCC1840.09), mRNA
2539947 NM_001355792.158.6 56.96 23.79 SPBC1703.01cGO:0000172//ribonuclease MRP complex;GO:0005730//nucleolus;GO:0030677//ribonuclease P complex;GO:0005655//nucleolar ribonuclease P complexGO:0033204//ribonuclease P RNA binding;GO:0003723//RNA binding;GO:0004540//ribonuclease activity;GO:0004526//ribonuclease P activityGO:1905267//endonucleolytic cleavage involved in tRNA processing;GO:0006379//mRNA cleavage;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0001682//tRNA 5'-leader removal;GO:0006364//rRNA processing;GO:0008033//tRNA processingK03538//ribonuclease P protein subunit POP4 [EC:3.1.26.5]XP_001713139.1//RNase P and RNase MRP subunit (predicted) [Schizosaccharomyces pombe 972h-]putative Rnase P/MRP subunit (SPBC1703.01c), mRNA
2539000 NM_001023295.250.05 52.31 25.85 grx3 GO:0042175//nuclear outer membrane-endoplasmic reticulum membrane network;GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0015035//protein disulfide oxidoreductase activity;GO:0009055//electron transfer activity;GO:0046872//metal ion binding;GO:0015038//glutathione disulfide oxidoreductase activity;GO:0051537//2 iron, 2 sulfur cluster bindingGO:0034599//cellular response to oxidative stress;GO:1990748//cellular detoxification;GO:0045454//cell redox homeostasisK02940//large subunit ribosomal protein L9e;K03676//glutaredoxin 3NP_588305.1//monothiol glutaredoxin Grx3 [Schizosaccharomyces pombe 972h-]monothiol glutaredoxin Grx3 (grx3), mRNA
2538771 NM_001023229.257.13 59.79 32.86 coq3 GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0044596//3-demethylubiquinone-10 3-O-methyltransferase activity;GO:0008425//2-polyprenyl-6-methoxy-1,4-benzoquinone methyltransferase activity;GO:0004395//hexaprenyldihydroxybenzoate methyltransferase activity;GO:0044595//decaprenyldihydroxybenzoate methyltransferase activity;GO:0008689//3-demethylubiquinone-9 3-O-methyltransferase activityGO:0006744//ubiquinone biosynthetic processK00568 NP_588239.2//hexaprenyldihydroxybenzoate methyltransferase Coq3 [Schizosaccharomyces pombe 972h-]hexaprenyldihydroxybenzoate methyltransferase Coq3 (coq3), mRNA
2542331 NM_001020113.252.94 50.4 17.48 alg9 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0052918//dol-P-Man:Man(8)GlcNAc(2)-PP-Dol alpha-1,2-mannosyltransferase activity;GO:0016757//transferase activity, transferring glycosyl groups;GO:0052926//dol-P-Man:Man(6)GlcNAc(2)-PP-Dol alpha-1,2-mannosyltransferase activity;GO:0000030//mannosyltransferase activityGO:0006487//protein N-linked glycosylation;GO:0006488//dolichol-linked oligosaccharide biosynthetic processK03846//alpha-1,2-mannosyltransferase [EC:2.4.1.259 2.4.1.261]NP_594684.1//mannosyltransferase complex subunit Alg9 (predicted) [Schizosaccharomyces pombe 972h-]putative mannosyltransferase complex subunit Alg9 (alg9), mRNA
2541253 NM_001021465.249.98 46.87 20.35 sfc9 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000127//transcription factor TFIIIC complexNA GO:0006355//regulation of transcription, DNA-templated;GO:0006383//transcription from RNA polymerase III promoterK11310//general transcription factor 3C polypeptide 4 [EC:2.3.1.48]NP_595570.1//transcription factor TFIIIC complex subunit Sfc9 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor TFIIIC complex subunit Sfc9 (sfc9), mRNA
2543551 NM_001018464.256.81 52.94 20.64 trm12 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0008175//tRNA methyltransferase activity;GO:0102522//tRNA 4-demethylwyosine alpha-amino-alpha-carboxypropyltransferase activityGO:0030488//tRNA methylation;GO:0031591//wybutosine biosynthetic processK07055//tRNA wybutosine-synthesizing protein 2 [EC:2.5.1.114]NP_593066.1//tRNA methyltransferase Trm12 (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA methyltransferase Trm12 (trm12), mRNA
2538962 NM_001023512.257.54 51.85 11.83 SPCC965.13 GO:0005783//endoplasmic reticulum;GO:0051286//cell tip;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0032153//cell division siteGO:0031927//pyridoxamine transmembrane transporter activity;GO:0031928//pyridoxine transmembrane transporter activity;GO:0031925//pyridoxal transmembrane transporter activity;GO:0005215//transporter activityGO:1903090//pyridoxal transmembrane transport;GO:0055085//transmembrane transport;GO:1903092//pyridoxine transmembrane transport;GO:1903091//pyridoxamine transmembrane transportK08158;K08157NP_588523.1//pyridoxal family membrane transporter [Schizosaccharomyces pombe 972h-]pyridoxal family membrane transporter (SPCC965.13), mRNA
2543572 NM_001018462.247.28 42.17 40.12 SPAC4G8.04GO:0012505//endomembrane system;GO:0005622//intracellularGO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0090630//activation of GTPase activity;GO:0031338//regulation of vesicle fusion;GO:0016192//vesicle-mediated transportK20176//small G protein signaling modulator 3NP_593064.1//GTPase activating protein (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein (SPAC4G8.04), mRNA
2541896 NM_001018822.252.82 55.96 23.25 SPAC23H4.16cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_593390.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC23H4.16c), partial mRNA
2539827 NM_001022644.237.56 27.67 9.74 abp2 GO:0005634//nucleus;GO:0044732//mitotic spindle pole bodyGO:0003688//DNA replication origin bindingNA NA NP_596719.1//ARS binding protein Abp2 [Schizosaccharomyces pombe 972h-]ARS-binding protein Abp2 (abp2), mRNA
2538869 NM_001023238.242.61 46.38 29.48 SPCC777.02 GO:0005634//nucleus;GO:0005829//cytosolGO:0003677//DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK01301//N-acetylated-alpha-linked acidic dipeptidase [EC:3.4.17.21];K09241NP_588248.3//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPCC777.02), mRNA
2543213 NM_001020076.250.18 51.06 17.37 mug157 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0003824//catalytic activityGO:0006013//mannose metabolic process;GO:0051321//meiotic cell cycleK09704//uncharacterized proteinNP_594648.1//conserved protein Mug157 [Schizosaccharomyces pombe 972h-]protein mug157 (mug157), mRNA
2543403 NM_001019260.347.1 41.27 28.8 SPAC823.04 GO:0005634//nucleus;GO:0030686//90S preribosome;GO:0005730//nucleolus;GO:0030529//intracellular ribonucleoprotein complexGO:0046983//protein dimerization activityGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000469//cleavage involved in rRNA processing;GO:0042274//ribosomal small subunit biogenesisK14795//ribosomal RNA-processing protein 36NP_593831.3//rRNA processing protein Rrp36, DUF947 family (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC823.04), partial mRNA
2542520 NM_001018757.257.52 43.71 30.54 SPAC20G8.09cGO:0005634//nucleus;GO:0030686//90S preribosome;GO:0005730//nucleolus;GO:0030688//preribosome, small subunit precursorGO:0051392//tRNA N-acetyltransferase activity;GO:1990883//rRNA cytidine N-acetyltransferase activity;GO:0005524//ATP binding;GO:0000049//tRNA bindingGO:0002101//tRNA wobble cytosine modification;GO:1904812//rRNA acetylation involved in maturation of SSU-rRNA;GO:0051391//tRNA acetylationK14521//N-acetyltransferase 10 [EC:2.3.1.-]NP_593326.1//ribosome biogenesis ATPase (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis ATPase (SPAC20G8.09c), mRNA
2539475 NM_001022764.249.05 49.38 16.45 SPCC553.02 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0003952//NAD+ synthase (glutamine-hydrolyzing) activity;GO:0004359//glutaminase activity;GO:0016810//hydrolase activity, acting on carbon-nitrogen (but not peptide) bondsGO:0009435//NAD biosynthetic processK01950//NAD+ synthase (glutamine-hydrolysing) [EC:6.3.5.1]NP_587771.1//glutamine-dependent NAD(+) synthetase (predicted) [Schizosaccharomyces pombe 972h-]putative glutamine-dependent NAD(+) synthetase (SPCC553.02), mRNA
2538774 NM_001355922.146.25 51.44 30.82 SPCC162.06cGO:0000329//fungal-type vacuole membraneNA GO:0032511//late endosome to vacuole transport via multivesicular body sorting pathway;GO:0006886//intracellular protein transport;GO:0030447//filamentous growthK12198//charged multivesicular body protein 5NP_588238.1//vacuolar sorting protein Vps60 (predicted) [Schizosaccharomyces pombe 972h-]putative sorting protein Vps60 (SPCC162.06c), mRNA
2539034 NM_001023471.236.06 29.24 18.55 SPCC830.10 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0047429//nucleoside-triphosphate diphosphatase activity;GO:0046872//metal ion binding;GO:0000166//nucleotide binding;GO:0035529//NADH pyrophosphatase activityGO:0009143//nucleoside triphosphate catabolic process;GO:0009204//deoxyribonucleoside triphosphate catabolic process;GO:0006974//cellular response to DNA damage stimulus;GO:0009117//nucleotide metabolic processK01519//inosine triphosphate pyrophosphatase [EC:3.6.1.-]NP_588480.1//nucleoside triphosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative nucleoside triphosphatase (SPCC830.10), mRNA
2541136 NM_001021492.247.49 44.39 19.11 SPBC691.04 GO:0005759//mitochondrial matrix;GO:0005730//nucleolus;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0090615//mitochondrial mRNA processing;GO:0008380//RNA splicing;GO:0010501//RNA secondary structure unwinding;GO:0006417//regulation of translationK17679//ATP-dependent RNA helicase MSS116, mitochondrial [EC:3.6.4.13]NP_595596.1//mitochondrial ATP-dependent RNA helicase Mss116 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Mss116 (SPBC691.04), mRNA
2539341 NM_001023172.241.75 44.43 53.21 SPCC622.10cGO:0051286//cell tip;GO:0000145//exocyst;GO:0032153//cell division siteNA GO:0001927//exocyst assembly;GO:0015031//protein transport;GO:0090522//vesicle tethering involved in exocytosis;GO:0006893//Golgi to plasma membrane transport;GO:0006887//exocytosisNA NP_588182.1//exocyst complex subunit Sec5 (predicted) [Schizosaccharomyces pombe 972h-]putative exocyst complex subunit Sec5 (SPCC622.10c), mRNA
2543276 NM_001018925.251.07 46.67 24.32 taf11 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005669//transcription factor TFIID complex;GO:0000790//nuclear chromatinGO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0003713//transcription coactivator activity;GO:0046982//protein heterodimerization activity;GO:0008134//transcription factor bindingGO:0006367//transcription initiation from RNA polymerase II promoter;GO:0051123//RNA polymerase II transcriptional preinitiation complex assemblyK03135//transcription initiation factor TFIID subunit 11NP_593491.1//transcription factor TFIID complex subunit Taf11 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor TFIID complex subunit Taf11 (taf11), mRNA
2542045 NM_001019074.150.1 57.65 23.71 hcn1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005680//anaphase-promoting complexNA GO:0007127//meiosis I;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0030071//regulation of mitotic metaphase/anaphase transition;GO:0031536//positive regulation of exit from mitosisNA NP_593643.1//anaphase-promoting complex subunit Hcn1 [Schizosaccharomyces pombe 972h-]anaphase-promoting complex subunit Hcn1 (hcn1), partial mRNA
2539206 NM_001023001.248.86 50.19 68.48 gad8 GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0030291//protein serine/threonine kinase inhibitor activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0016301//kinase activityGO:0031139//positive regulation of conjugation with cellular fusion;GO:1903940//negative regulation of TORC2 signalingK13303//serum/glucocorticoid-regulated kinase 2 [EC:2.7.11.1]NP_588010.1//AGC family protein kinase Gad8 [Schizosaccharomyces pombe 972h-]AGC family protein kinase Gad8 (gad8), mRNA
2539914 NM_001021855.348.09 54.56 24.71 sad1 GO:0034993//LINC complex;GO:0000784//nuclear chromosome, telomeric region;GO:0005874//microtubule;GO:0005635//nuclear envelope;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0005737//cytoplasm;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0043596//nuclear replication fork;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005639//integral component of nuclear inner membrane;GO:0035861//site of double-strand break;GO:0043625//delta DNA polymerase complex;GO:0035974//meiotic spindle pole body;GO:0031021//interphase microtubule organizing centerGO:0043495//protein membrane anchor;GO:0003887//DNA-directed DNA polymerase activityGO:1904161//DNA synthesis involved in UV-damage excision repair;GO:0006271//DNA strand elongation involved in DNA replication;GO:1903459//mitotic DNA replication lagging strand elongation;GO:0072766//centromere clustering at the mitotic nuclear envelope;GO:0090307//mitotic spindle assembly;GO:0051301//cell division;GO:0090305//nucleic acid phosphodiester bond hydrolysis;GO:0006998//nuclear envelope organizationK03505//DNA polymerase delta subunit 4;K21876//SUN domain-containing protein 5;K19347//SUN domain-containing protein 1/2NP_595947.2//spindle pole body protein Sad1 [Schizosaccharomyces pombe 972h-]protein Sad1 (sad1), mRNA
2541213 NM_001022408.248.36 40.25 23.77 pfh1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0005730//nucleolus;GO:0043601//nuclear replisome;GO:0005739//mitochondrion;GO:0000790//nuclear chromatin;GO:1902377//nuclear rDNA heterochromatinGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0017116//single-stranded DNA-dependent ATP-dependent DNA helicase activity;GO:0043141//ATP-dependent 5'-3' DNA helicase activity;GO:1990518//single-stranded DNA-dependent ATP-dependent 3'-5' DNA helicase activity;GO:0051880//G-quadruplex DNA binding;GO:0010521//telomerase inhibitor activity;GO:0016887//ATPase activityGO:0051974//negative regulation of telomerase activity;GO:0032508//DNA duplex unwinding;GO:0044806//G-quadruplex DNA unwinding;GO:1903469//removal of RNA primer involved in mitotic DNA replication;GO:1905467//positive regulation of G-quadruplex DNA unwinding;GO:0043504//mitochondrial DNA repair;GO:0031297//replication fork processing;GO:0006310//DNA recombination;GO:1902983//DNA strand elongation involved in mitotic DNA replication;GO:0032211//negative regulation of telomere maintenance via telomerase;GO:0000723//telomere maintenanceK15255//ATP-dependent DNA helicase PIF1 [EC:3.6.4.12]NP_596488.1//DNA repair and recombination protein [Schizosaccharomyces pombe 972h-]DNA repair and recombination protein (pfh1), mRNA
2540159 NM_001021922.244.94 47.08 33.95 dnm1 GO:0005829//cytosol;GO:0005777//peroxisome;GO:0005739//mitochondrion;GO:0005741//mitochondrial outer membrane;GO:0031966//mitochondrial membrane;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:1990606//membrane scission GTPase motor activity;GO:0005525//GTP binding;GO:0042803//protein homodimerization activity;GO:0008017//microtubule binding;GO:0003924//GTPase activityGO:0007031//peroxisome organization;GO:0033955//mitochondrial DNA inheritance;GO:0034643//establishment of mitochondrion localization, microtubule-mediated;GO:0051260//protein homooligomerization;GO:0003374//dynamin family protein polymerization involved in mitochondrial fission;GO:0016050//vesicle organization;GO:0061025//membrane fusion;GO:0000001//mitochondrion inheritance;GO:0090149//mitochondrial membrane fission;GO:0016236//macroautophagy;GO:0001300//chronological cell aging;GO:0016559//peroxisome fissionK17065//dynamin 1-like protein [EC:3.6.5.5]NP_596014.1//dynamin Dnm1 [Schizosaccharomyces pombe 972h-]dynamin Dnm1 (dnm1), mRNA
2542908 NM_001019136.246.15 47.57 44.14 upf3 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0003676//nucleic acid bindingGO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decayK14328//regulator of nonsense transcripts 3NP_593705.1//hypothetical protein SPAC13G7.03 [Schizosaccharomyces pombe 972h-]protein upf3 (upf3), mRNA
2540120 NM_001022126.238.23 38.09 28.34 ubp9 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0030428//cell septum;GO:0032153//cell division siteGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0036459//thiol-dependent ubiquitinyl hydrolase activityGO:0071108//protein K48-linked deubiquitination;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitination;GO:0006897//endocytosis;GO:0035871//protein K11-linked deubiquitinationK11872 NP_596207.1//ubiquitin C-terminal hydrolase Ubp9 [Schizosaccharomyces pombe 972h-]ubiquitin hydrolase Ubp9 (ubp9), mRNA
2540835 NM_001021639.264.18 59.96 17.06 SPBC18H10.17cGO:0005634//nucleus;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003697//single-stranded DNA binding;GO:0000150//recombinase activity;GO:0003677//DNA binding;GO:0003735//structural constituent of ribosomeGO:0006355//regulation of transcription, DNA-templated;GO:0090297//positive regulation of mitochondrial DNA replication;GO:0000002//mitochondrial genome maintenance;GO:0006310//DNA recombinationK14429//solute carrier family 12 (potassium/chloride transporters), member 9NP_595741.1//mitochondrial recombinase Mhr1 (predicted) [Schizosaccharomyces pombe 972h-]putative recombinase Mhr1 (SPBC18H10.17c), mRNA
2543504 NM_001019131.257.5 62.23 23.4 mrps5 GO:0005840//ribosome;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02988//small subunit ribosomal protein S5NP_593699.1//mitochondrial ribosomal protein subunit S5 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S5 (mrps5), mRNA
2541343 NM_001023888.218.26 22.18 41.07 SPBPB2B2.19cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_596865.1//hypothetical protein SPBPB2B2.19c [Schizosaccharomyces pombe 972h-]transmembrane helix domain-containing protein (SPBPB2B2.19c), mRNA

NR_151218.1 NR_151218.1 55.18 57.03 21.54 NA GO:0005739//mitochondrionGO:0016787//hydrolase activityGO:0008152//metabolic processK14731;K01956;K17648NP_593817.1//esterase/lipase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.837), miscRNA
2542187 NM_001018804.237.51 40.5 62.07 SPAC57A7.09GO:0005774//vacuolar membrane;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activityNA K15692//E3 ubiquitin-protein ligase RNF13 [EC:2.3.2.27];K15706//E3 ubiquitin-protein ligase RNF167 [EC:2.3.2.27]NP_593372.1//RING finger protein [Schizosaccharomyces pombe 972h-]RING finger protein (SPAC57A7.09), mRNA
2539944 NM_001020981.249.85 48.43 47.04 SPBC1198.06cGO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0016021//integral component of membraneGO:0008496//mannan endo-1,6-alpha-mannosidase activity;GO:0003824//catalytic activityGO:0030447//filamentous growth;GO:0051692//cellular oligosaccharide catabolic process;GO:0016052//carbohydrate catabolic process;GO:0009272//fungal-type cell wall biogenesisK08257 NP_595075.1//mannan endo-1,6-alpha-mannosidase (predicted) [Schizosaccharomyces pombe 972h-]putative mannan endo-1,6-alpha-mannosidase (SPBC1198.06c), mRNA
2540011 NM_001022418.247.65 39.36 15.83 trm11 GO:0005634//nucleus;GO:0043528//tRNA (m2G10) methyltransferase complex;GO:0005829//cytosolGO:0004809//tRNA (guanine-N2-)-methyltransferase activity;GO:0000049//tRNA binding;GO:0003676//nucleic acid bindingGO:0002940//tRNA N2-guanine methylationK15430//tRNA (guanine10-N2)-methyltransferase [EC:2.1.1.214]NP_596497.2//tRNA (guanine-N2-)-methyltransferase catalytic subunit Trm11 [Schizosaccharomyces pombe 972h-]tRNA (guanine-N2-)-methyltransferase catalytic subunit Trm11 (trm11), partial mRNA
2541955 NM_001018797.2 53 57.73 38.21 SPAC5D6.04 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK07088;K00866NP_593365.1//auxin family transmembrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative auxin family transmembrane transporter (SPAC5D6.04), mRNA

14217568 NM_001355870.135.88 34.08 105.18 SPBC1685.17NA NA NA NA XP_004001697.1//hypothetical protein SPBC1685.17 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1685.17), mRNA
2541773 NM_001018836.237.41 34.76 18.35 ppk9 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0000278//mitotic cell cycle;GO:0006468//protein phosphorylation;GO:0035556//intracellular signal transductionK12761//carbon catabolite-derepressing protein kinase [EC:2.7.11.1]NP_593404.1//serine/threonine protein kinase Ppk9 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk9 (ppk9), mRNA
2540341 NM_001021602.272.28 58.65 11.19 rep2 GO:0005634//nucleusGO:0001190//transcriptional activator activity, RNA polymerase II transcription factor binding;GO:0046872//metal ion bindingGO:0071931//positive regulation of transcription involved in G1/S transition of mitotic cell cycle;GO:0051091//positive regulation of DNA binding transcription factor activity;GO:0051301//cell divisionNA NP_595705.1//transcriptional activator, MBF subunit Rep2 [Schizosaccharomyces pombe 972h-]transcriptional activator MBF subunit Rep2 (rep2), mRNA
2541313 NM_001021041.229.89 32.78 9.21 car1 GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0008270//zinc ion binding;GO:0004053//arginase activity;GO:0090369//ornithine carbamoyltransferase inhibitor activity;GO:0030145//manganese ion bindingGO:0019547//arginine catabolic process to ornithine;GO:0000050//urea cycle;GO:0010121//arginine catabolic process to proline via ornithineK01476//arginase [EC:3.5.3.1]NP_595133.1//arginase Car1 [Schizosaccharomyces pombe 972h-]arginase Car1 (car1), mRNA
2542157 NM_001019332.244.44 41.8 28.11 eaf6 GO:0005634//nucleus;GO:0005829//cytosol;GO:0043189//H4/H2A histone acetyltransferase complex;GO:0000123//histone acetyltransferase complex;GO:0000790//nuclear chromatin;GO:0036410//Mst2 histone acetyltransferase complexGO:0016740//transferase activityGO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylationK11344//chromatin modification-related protein EAF6NP_593902.1//NuA4 histone acetyltransferase complex subunit Eaf6 (predicted) [Schizosaccharomyces pombe 972h-]putative NuA4 histone acetyltransferase complex subunit Eaf6 (eaf6), mRNA
2539789 NM_001021795.2 63 50.45 74.36 SPBC1711.16GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosolNA GO:0006364//rRNA processingK14791//periodic tryptophan protein 1NP_595889.1//WD repeat protein (predicted) [Schizosaccharomyces pombe 972h-]putative WD repeat protein (SPBC1711.16), mRNA
2541257 NM_001021730.247.03 46.26 15.15 ell1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0032783//ELL-EAF complexGO:0003746//translation elongation factor activityGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0045944//positive regulation of transcription from RNA polymerase II promoterK15183//RNA polymerase II elongation factor ELLNP_595826.1//RNA polymerase II transcription elongation factor SpELL [Schizosaccharomyces pombe 972h-]RNA polymerase II transcription elongation factor SpELL (ell1), mRNA
2540802 NM_001021903.251.61 49.04 35.68 rad60 GO:0005634//nucleus;GO:0005940//septin ringGO:0031386//protein tagGO:0016925//protein sumoylation;GO:0031297//replication fork processing;GO:0000724//double-strand break repair via homologous recombinationNA NP_595995.1//DNA repair protein Rad60 [Schizosaccharomyces pombe 972h-]DNA repair protein Rad60 (rad60), mRNA

NR_151145.1 NR_151145.1 6.27 3.91 103.21 NA GO:0005730//nucleolus;GO:0001651//dense fibrillar component;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0000786//nucleosomeGO:0003677//DNA binding;GO:0003723//RNA bindingGO:0006334//nucleosome assembly;GO:0006364//rRNA processingK11294//nucleolinNP_593531.1//nucleolar protein required for rRNA processing [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.770), miscRNA
2538786 NM_001023467.246.9 49.42 13.88 SPCC830.06 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005955//calcineurin complexGO:0008597//calcium-dependent protein serine/threonine phosphatase regulator activity;GO:0005509//calcium ion bindingGO:0009966//regulation of signal transductionK06268//serine/threonine-protein phosphatase 2B regulatory subunitNP_588476.1//calcineurin regulatory subunit (predicted) [Schizosaccharomyces pombe 972h-]putative calcineurin regulatory subunit B (SPCC830.06), mRNA
2541598 NM_001020002.256.71 55.18 36.17 sfp1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046872//metal ion binding;GO:0003676//nucleic acid bindingGO:0006357//regulation of transcription from RNA polymerase II promoterK19487 NP_594573.1//transcription factor Sfp1 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor Sfp1 (sfp1), mRNA
2541789 NM_001018830.2 48 40.76 18.55 iwr1 GO:0005634//nucleus;GO:0016591//DNA-directed RNA polymerase II, holoenzyme;GO:0005737//cytoplasmNA GO:1990022//RNA polymerase III complex localization to nucleus;GO:0006606//protein import into nucleus;GO:0044376//RNA polymerase II complex import to nucleusNA NP_593398.1//RNA polymerase II nuclear import protein Iwr1 (predicted) [Schizosaccharomyces pombe 972h-]putative RNA polymerase II nuclear import protein Iwr1 (iwr1), mRNA
2540500 NM_001021898.221.28 20.41 7.01 gcn2 GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0000049//tRNA binding;GO:0004694//eukaryotic translation initiation factor 2alpha kinase activityGO:0031571//mitotic G1 DNA damage checkpoint;GO:0071849//G1 cell cycle arrest in response to nitrogen starvation;GO:0034198//cellular response to amino acid starvation;GO:1904803//regulation of translation involved in cellular response to UV;GO:1990625//negative regulation of cytoplasmic translational initiation in response to stress;GO:0072755//cellular response to benomyl;GO:1990451//cellular stress response to acidic pH;GO:0070301//cellular response to hydrogen peroxideK16196//eukaryotic translation initiation factor 2-alpha kinase 4 [EC:2.7.11.1]NP_595991.2//eIF2 alpha kinase Gcn2 [Schizosaccharomyces pombe 972h-]eIF2 alpha kinase Gcn2 (gcn2), mRNA
2541679 NM_001019943.357.33 47.79 57.13 rbp28 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosolGO:0003723//RNA binding;GO:0051082//unfolded protein bindingGO:0043248//proteasome assembly;GO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingK11884//RNA-binding protein PNO1NP_594514.2//RNA-binding protein Rbp28 [Schizosaccharomyces pombe 972h-]RNA-binding protein Rbp28 (rbp28), mRNA
2540871 NM_001022031.259.41 49.98 38.7 SPBC4F6.14 GO:0005730//nucleolusGO:0003723//RNA binding;GO:0042802//identical protein binding;GO:0070180//large ribosomal subunit rRNA bindingGO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingK14573//nucleolar protein 4NP_596114.1//RNA-binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein (SPBC4F6.14), mRNA
2543162 NM_001018866.237.98 34.76 115.94 SPAC343.20 GO:0005783//endoplasmic reticulumNA NA NA NP_593432.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC343.20), partial mRNA

14217716 NM_001355801.144.14 40.6 16.47 new18 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionNA GO:0034551//mitochondrial respiratory chain complex III assemblyK18170//complex III assembly factor LYRM7XP_004001725.1//mitochondrial protein [Schizosaccharomyces pombe 972h-]protein new18 (new18), partial mRNA
2538905 NM_001022840.238.46 35.32 25.53 SPCC970.08 GO:0005829//cytosolGO:0008440//inositol-1,4,5-trisphosphate 3-kinase activity;GO:0000827//inositol-1,3,4,5,6-pentakisphosphate kinase activity;GO:0000829//inositol heptakisphosphate kinase activityGO:0032958//inositol phosphate biosynthetic processK07756//inositol-hexakisphosphate 5-kinase [EC:2.7.4.21]NP_587847.1//inositol polyphosphate kinase (predicted) [Schizosaccharomyces pombe 972h-]putative inositol polyphosphate kinase (SPCC970.08), mRNA
2543160 NM_001018327.238.53 40.33 14.58 bun107 GO:0051286//cell tip;GO:0043234//protein complex;GO:0005829//cytosol;GO:0030428//cell septum;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipNA GO:0070647//protein modification by small protein conjugation or removalK15361//WD repeat-containing protein 48NP_592926.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (bun107), mRNA
2540942 NM_001021662.236.81 30.78 23.68 mug176 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_595761.1//BRCT domain protein [Schizosaccharomyces pombe 972h-]BRCT domain protein (mug176), mRNA
2542318 NM_001018476.252.86 52.59 47.44 cph1 GO:0005634//nucleus;GO:0032221//Rpd3S complex;GO:0005829//cytosolGO:0042393//histone binding;GO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0000977//RNA polymerase II regulatory region sequence-specific DNA binding;GO:0003682//chromatin binding;GO:0003712//transcription cofactor activityGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016575//histone deacetylationK11446//histone demethylase JARID1 [EC:1.14.11.-]NP_593079.1//Clr6 histone deacetylase associated PHD protein-1 Cph1 [Schizosaccharomyces pombe 972h-]Clr6 histone deacetylase-associated PHD protein-1 Cph1 (cph1), mRNA
2541671 NM_001018662.234.24 34.53 27.38 SPAC10F6.14cGO:0005739//mitochondrionGO:0016301//kinase activityNA K08869//aarF domain-containing kinaseNP_593265.1//ABC1 kinase family protein (predicted) [Schizosaccharomyces pombe 972h-]putative ABC1 kinase family protein (SPAC10F6.14c), mRNA
2541540 NM_001019777.249.56 49.17 14.99 arp9 GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0005829//cytosol;GO:0016514//SWI/SNF complex;GO:0000790//nuclear chromatinGO:0000991//transcription factor activity, core RNA polymerase II bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templatedK11768 NP_594356.1//SWI/SNF and RSC complex subunit Arp9 [Schizosaccharomyces pombe 972h-]SWI/SNF and RSC complex subunit Arp9 (arp9), mRNA
2543277 NM_001018924.261.97 57.51 23.5 gls2 GO:0005788//endoplasmic reticulum lumen;GO:0005783//endoplasmic reticulum;GO:0017177//glucosidase II complexGO:0030246//carbohydrate binding;GO:0033919//glucan 1,3-alpha-glucosidase activityGO:0070880//fungal-type cell wall beta-glucan biosynthetic process;GO:0005975//carbohydrate metabolic process;GO:0006491//N-glycan processingK05546//alpha 1,3-glucosidase [EC:3.2.1.84]NP_593490.1//glucosidase II Gls2 [Schizosaccharomyces pombe 972h-]glucosidase II Gls2 (gls2), mRNA
2539335 NM_001023305.272.66 65.04 31.87 SPCC1450.16cGO:0016021//integral component of membraneGO:0004806//triglyceride lipase activityGO:0019433//triglyceride catabolic process;GO:0006642//triglyceride mobilization;GO:0006629//lipid metabolic processK14675 NP_588315.2//triacylglycerol lipase (predicted) [Schizosaccharomyces pombe 972h-]putative triacylglycerol lipase (SPCC1450.16c), mRNA
2539398 NM_001023509.236.39 34.89 15.05 SPCC965.10 GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0016757//transferase activity, transferring glycosyl groups;GO:0008270//zinc ion binding;GO:0015171//amino acid transmembrane transporter activityGO:0098713//leucine import across plasma membrane;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK16261 NP_588520.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPCC965.10), mRNA
2540858 NM_001021104.255.13 50.49 34.12 utp15 GO:0072686//mitotic spindle;GO:0033553//rDNA heterochromatin;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0034455//t-UTP complexGO:0030515//snoRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0045943//positive regulation of transcription from RNA polymerase I promoter;GO:0006351//transcription, DNA-templated;GO:0030490//maturation of SSU-rRNAK14549//U3 small nucleolar RNA-associated protein 15NP_595197.1//U3 snoRNP protein Utp15 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP protein Utp15 (utp15), mRNA
2541031 NM_001021949.252.8 50.01 43.18 arp5 GO:0005634//nucleus;GO:0005829//cytosol;GO:0031011//Ino80 complexGO:0043140//ATP-dependent 3'-5' DNA helicase activityGO:0042766//nucleosome mobilization;GO:0060303//regulation of nucleosome density;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016569//covalent chromatin modification;GO:0043044//ATP-dependent chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0006974//cellular response to DNA damage stimulusK11672//actin-related protein 5NP_596039.1//actin-like protein Arp5 [Schizosaccharomyces pombe 972h-]actin-like protein Arp5 (arp5), mRNA
2540250 NM_001022053.228.54 23.28 9.37 pic1 GO:0072686//mitotic spindle;GO:0000941//condensed nuclear chromosome inner kinetochore;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0032133//chromosome passenger complexNA GO:0000070//mitotic sister chromatid segregation;GO:1902412//regulation of mitotic cytokinesisK00968//choline-phosphate cytidylyltransferase [EC:2.7.7.15];K19846;K01183//chitinase [EC:3.2.1.14]NP_596135.2//INCENP, Pic1 [Schizosaccharomyces pombe 972h-]INCENP-like protein Pic1 (pic1), mRNA
2541599 NM_001018249.251.8 49.24 21.09 sid2 GO:0044732//mitotic spindle pole body;GO:0031097//medial cortex;GO:0005829//cytosol;GO:0034973//Sid2-Mob1 complexGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0051220//cytoplasmic sequestering of protein;GO:0044878//mitotic cytokinesis checkpoint;GO:1902817//negative regulation of protein localization to microtubule;GO:0031031//positive regulation of septation initiation signaling;GO:1902846//positive regulation of mitotic spindle elongation;GO:0032463//negative regulation of protein homooligomerization;GO:0018105//peptidyl-serine phosphorylation;GO:1903473//positive regulation of mitotic actomyosin contractile ring contraction;GO:0031028//septation initiation signaling;GO:0061167//maintenance of endoplasmic reticulum location involved in endoplasmic reticulum polarization at cell division site;GO:1902854//positive regulation of nuclear migration during mitotic telophase;GO:0000917//division septum assemblyK06684 NP_592848.1//NDR kinase Sid2 [Schizosaccharomyces pombe 972h-]NDR kinase Sid2 (sid2), mRNA
2539902 NM_001021618.249.21 51.58 28.51 end3 GO:0010008//endosome membrane;GO:0030479//actin cortical patch;GO:0005886//plasma membraneGO:0003779//actin binding;GO:0005509//calcium ion bindingGO:0007015//actin filament organization;GO:0006897//endocytosisK20048 NP_595720.1//actin cortical patch component End3 (predicted) [Schizosaccharomyces pombe 972h-]putative actin cortical patch component End3 (end3), mRNA
2543549 NM_001020251.252.82 43.08 24.15 SPAC890.04cGO:0070545//PeBoW complex;GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursor;GO:0000790//nuclear chromatinGO:0043021//ribonucleoprotein complex bindingGO:0000470//maturation of LSU-rRNA;GO:0042254//ribosome biogenesis;GO:0000460//maturation of 5.8S rRNA;GO:0000466//maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0051276//chromosome organization;GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14863//ribosome biogenesis protein YTM1NP_594822.1//ribosome biogenesis protein Ytm1 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Ytm1 (SPAC890.04c), mRNA
2542972 NM_001020130.246.34 47.49 26.63 sin1 GO:0031932//TORC2 complex;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0016301//kinase activity;GO:0005546//phosphatidylinositol-4,5-bisphosphate bindingGO:0038203//TORC2 signaling;GO:0000165//MAPK cascade;GO:0051321//meiotic cell cycle;GO:0031505//fungal-type cell wall organization;GO:0030950//establishment or maintenance of actin cytoskeleton polarityK20410//target of rapamycin complex 2 subunit MAPKAP1NP_594703.1//stress activated MAP kinase interacting protein Sin1 [Schizosaccharomyces pombe 972h-]MAP kinase-interacting protein Sin1 (sin1), mRNA
2541845 NM_001018505.240.06 39.66 18.46 ubp7 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0036459//thiol-dependent ubiquitinyl hydrolase activity;GO:0008270//zinc ion bindingGO:0006511//ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitinationK11844//ubiquitin carboxyl-terminal hydrolase 16/45 [EC:3.4.19.12]NP_593108.1//ubiquitin C-terminal hydrolase Ubp7 [Schizosaccharomyces pombe 972h-]ubiquitin hydrolase Ubp7 (ubp7), mRNA
2538703 NM_001022691.253.41 47.2 22.16 SPCC613.08 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005635//nuclear envelope;GO:0005737//cytoplasmNA GO:0000055//ribosomal large subunit export from nucleus;GO:0006611//protein export from nucleus;GO:0015031//protein transportK15262//protein BCP1NP_587696.2//CDK regulator, involved in ribosome export (predicted) [Schizosaccharomyces pombe 972h-]putative cyclin-dependent kinase regulator (SPCC613.08), mRNA
2542527 NM_001018417.241.37 34.37 26.07 SPAC1D4.05cGO:0005634//nucleus;GO:0005832//chaperonin-containing T-complexGO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0006457//protein foldingK09494//T-complex protein 1 subunit betaXP_013021798.1//chaperonin-containing T-complex beta subunit Cct2 [Schizosaccharomyces cryophilus OY26]EXS domain-containing protein (SPAC1D4.05c), mRNA

NR_150459.1 NR_150459.1 42.92 41.58 40.3 NA GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrion;GO:0022626//cytosolic ribosomeGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02926//large subunit ribosomal protein L4NP_596227.1//mitochondrial ribosomal protein subunit Yml6 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1568), miscRNA
2542352 NM_001020136.262.71 54.74 25.09 SPAC1782.02cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA GO:0000002//mitochondrial genome maintenanceNA NP_594709.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1782.02c), mRNA
2540094 NM_001021306.243.86 41.55 13.43 mug57 GO:0016020//membrane;GO:0005634//nucleus;GO:0009986//cell surface;GO:0005829//cytosol;GO:0005576//extracellular region;GO:0016021//integral component of membraneNA GO:0030435//sporulation resulting in formation of a cellular spore;GO:0007059//chromosome segregation;GO:0051321//meiotic cell cycleNA NP_595400.2//mug97 protein [Schizosaccharomyces pombe 972h-]protein mug57 (mug57), mRNA
2541358 NM_001022109.2 40 40.73 23.53 SPBP4H10.16cGO:0005634//nucleus;GO:0005829//cytosolNA GO:0045292//mRNA cis splicing, via spliceosomeK13123//G patch domain-containing protein 1;K01277//dipeptidyl-peptidase III [EC:3.4.14.4]NP_596190.1//phosphatase activator (predicted) [Schizosaccharomyces pombe 972h-]putative phosphatase activator (SPBP4H10.16c), mRNA
2539380 NM_001023375.245.72 42.51 45.45 SPCC18.05c GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0043234//protein complexNA GO:0042254//ribosome biogenesis;GO:0000027//ribosomal large subunit assemblyK14855//ribosome assembly protein 4NP_588384.1//notchless-like protein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC18.05c), mRNA
2539887 NM_001022480.252.59 44.46 47.24 SPBC13G1.09GO:0030686//90S preribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030688//preribosome, small subunit precursor;GO:0005737//cytoplasmGO:0030515//snoRNA bindingGO:0016973//poly(A)+ mRNA export from nucleus;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingK14797//essential nuclear protein 1NP_596559.1//bystin family U3 and U14 snoRNA associated protein (predicted) [Schizosaccharomyces pombe 972h-]putative bystin family U3 and U14 snoRNA associated protein (SPBC13G1.09), mRNA
2540394 NM_001022148.249.18 47.09 127.4 SPBC2D10.09GO:0005840//ribosome;GO:0005739//mitochondrionGO:0003860//3-hydroxyisobutyryl-CoA hydrolase activityGO:0006574//valine catabolic process;GO:0009083//branched-chain amino acid catabolic processK05605//3-hydroxyisobutyryl-CoA hydrolase [EC:3.1.2.4]NP_596228.1//3-hydroxyisobutyryl-CoA hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative 3-hydroxyisobutyryl-CoA hydrolase (SPBC2D10.09), mRNA
2541965 NM_001018973.254.43 53.94 33.28 bos1 GO:0031902//late endosome membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membrane;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0031201//SNARE complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0012507//ER to Golgi transport vesicle membraneGO:0000149//SNARE binding;GO:0005484//SNAP receptor activityGO:0006896//Golgi to vacuole transport;GO:0042147//retrograde transport, endosome to Golgi;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0006886//intracellular protein transport;GO:0006623//protein targeting to vacuole;GO:0048280//vesicle fusion with Golgi apparatus;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0015031//protein transportK08496//golgi SNAP receptor complex member 2NP_593539.1//SNARE Bos1 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE protein Bos1 (bos1), partial mRNA
2539883 NM_001021361.344.04 41.55 35.77 SPBC1709.19cGO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0005506//iron ion binding;GO:0051536//iron-sulfur cluster bindingGO:0097428//protein maturation by iron-sulfur cluster transfer;GO:0016226//iron-sulfur cluster assembly;GO:0006880//intracellular sequestering of iron ionK22074//NFU1 iron-sulfur cluster scaffold homolog, mitochondrialNP_595452.2//NifU-like protein (predicted) [Schizosaccharomyces pombe 972h-]putative NifU-like protein (SPBC1709.19c), mRNA
2542567 NM_001019630.336.99 33.01 23.08 SPAC328.05 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA bindingGO:0016973//poly(A)+ mRNA export from nucleusK13126//polyadenylate-binding proteinNP_594207.3//RNA-binding protein involved in export of mRNAs (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding and mRNA export factor (SPAC328.05), mRNA
2539205 NM_001023067.246.07 46.55 18.25 mid1 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005635//nuclear envelope;GO:0071341//medial cortical node;GO:0031097//medial cortex;GO:0005826//actomyosin contractile ringGO:0090488//polo box domain specific bindingGO:1903475//mitotic actomyosin contractile ring assembly;GO:1903486//establishment of mitotic actomyosin contractile ring localization;GO:0031106//septin ring organization;GO:1902408//mitotic cytokinesis, site selection;GO:0045292//mRNA cis splicing, via spliceosome;GO:0000281//mitotic cytokinesis;GO:1904498//protein localization to mitotic actomyosin contractile ring;GO:0034613//cellular protein localization;GO:1904789//regulation of mitotic actomyosin contractile ring maintenanceNA NP_588075.1//medial ring protein Mid1 [Schizosaccharomyces pombe 972h-]medial ring protein Mid1 (mid1), mRNA
2543290 NM_001020012.246.03 49.38 44.17 cbh1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0005737//cytoplasm;GO:0000790//nuclear chromatinGO:0019237//centromeric DNA binding;GO:0043565//sequence-specific DNA bindingGO:0007535//donor selection;GO:0000070//mitotic sister chromatid segregation;GO:1903212//protein localization to mating-type region heterochromatin;GO:0016570//histone modification;GO:0030702//chromatin silencing at centromereNA NP_594583.1//CENP-B protein 1 [Schizosaccharomyces pombe 972h-]CENP-B protein 1 (cbh1), mRNA
2542426 NM_001019427.268.01 67.38 68.32 sap49 GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0005829//cytosolGO:0003723//RNA bindingGO:0045292//mRNA cis splicing, via spliceosomeK12831//splicing factor 3B subunit 4NP_594001.2//U2 snRNP-associated RNA-binding protein Sap49 [Schizosaccharomyces pombe 972h-]U2 snRNP-associated RNA-binding protein Sap49 (sap49), mRNA
2540818 NM_001021095.261.08 62.5 74.09 SPBC428.10 GO:0005576//extracellular region;GO:0005739//mitochondrionGO:0030248//cellulose bindingGO:0005975//carbohydrate metabolic processNA NP_595188.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC428.10), mRNA
2543613 NM_001020189.231.69 31.17 14.92 SPAC4F10.19cGO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion bindingGO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000492//box C/D snoRNP assemblyNA NP_594762.1//zf-HIT protein Hit1 (predicted) [Schizosaccharomyces pombe 972h-]putative HIT zinc finger domain-containing protein (SPAC4F10.19c), mRNA
2539900 NM_001022297.250.08 50.21 35.26 hrd1 GO:0000836//Hrd1p ubiquitin ligase complex;GO:0005938//cell cortex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0036513//Derlin-1 retrotranslocation complex;GO:0044322//endoplasmic reticulum quality control compartmentGO:0061630//ubiquitin protein ligase activity;GO:0051082//unfolded protein binding;GO:0008270//zinc ion binding;GO:1990381//ubiquitin-specific protease binding;GO:1904264//ubiquitin protein ligase activity involved in ERAD pathway;GO:0016874//ligase activityGO:0010620//negative regulation of transcription by transcription factor catabolism;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0030968//endoplasmic reticulum unfolded protein response;GO:0000209//protein polyubiquitinationK10601//E3 ubiquitin-protein ligase synoviolin [EC:2.3.2.27]NP_596376.1//ubiquitin-protein ligase Hrd1, synviolin family [Schizosaccharomyces pombe 972h-]synviolin family ubiquitin-protein ligase Hrd1 (hrd1), mRNA
2540068 NM_001021337.256.22 56.97 71.6 alg12 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0000009//alpha-1,6-mannosyltransferase activity;GO:0016757//transferase activity, transferring glycosyl groups;GO:0000030//mannosyltransferase activity;GO:0052824//dolichyl-pyrophosphate Man7GlcNAc2 alpha-1,6-mannosyltransferase activity;GO:0052917//dol-P-Man:Man(7)GlcNAc(2)-PP-Dol alpha-1,6-mannosyltransferase activityGO:0006486//protein glycosylation;GO:0006487//protein N-linked glycosylation;GO:0006488//dolichol-linked oligosaccharide biosynthetic processK03847//alpha-1,6-mannosyltransferase [EC:2.4.1.260]NP_595429.2//dolichyl-P-Man:Man(7)GlcNAc(2)-PP-dolichyl-alpha-1,6-mannosyltransferase [Schizosaccharomyces pombe 972h-]dolichyl-P-Man:Man(7)GlcNAc(2)-PP-dolichyl-alpha-1,6-mannosyltransferase (alg12), mRNA
2543516 NM_001020181.249.9 47.6 26.07 spn1 GO:0005634//nucleus;GO:0032160//septin filament array;GO:0032151//mitotic septin complex;GO:0031097//medial cortex;GO:0001400//mating projection base;GO:0005737//cytoplasm;GO:0005619//ascospore wall;GO:0005829//cytosol;GO:0036391//medial cortex septin ring;GO:0005628//prospore membraneGO:0070273//phosphatidylinositol-4-phosphate binding;GO:0005198//structural molecule activity;GO:0005525//GTP binding;GO:0010314//phosphatidylinositol-5-phosphate bindingGO:0000281//mitotic cytokinesis;GO:0031107//septin ring disassembly;GO:0000921//septin ring assemblyK16944//septin 7NP_594754.1//septin Spn1 [Schizosaccharomyces pombe 972h-]septin Spn1 (spn1), mRNA
2543597 NM_001019253.244.19 47.56 42.32 sds22 GO:0005634//nucleus;GO:0072357//PTW/PP1 phosphatase complex;GO:0043234//protein complex;GO:0005829//cytosol;GO:0000164//protein phosphatase type 1 complex;GO:0005737//cytoplasmGO:0019888//protein phosphatase regulator activity;GO:0072542//protein phosphatase activator activityGO:1901970//positive regulation of mitotic sister chromatid separation;GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0051301//cell division;GO:0007049//cell cycleK17550//protein phosphatase 1 regulatory subunit 7NP_593824.1//protein phosphatase regulatory subunit Sds22 [Schizosaccharomyces pombe 972h-]protein phosphatase regulatory subunit Sds22 (sds22), mRNA
2540437 NM_001021987.247.94 46.56 23.18 mug164 GO:0015630//microtubule cytoskeleton;GO:0031315//extrinsic component of mitochondrial outer membrane;GO:0005881//cytoplasmic microtubule;GO:0000235//astral microtubuleGO:0008017//microtubule bindingGO:0051321//meiotic cell cycle;GO:0048312//intracellular distribution of mitochondriaNA NP_596075.2//microtubule-associated protein Mug164 [Schizosaccharomyces pombe 972h-]microtubule-associated protein Mug164 (mug164), mRNA
2539713 NM_001021861.248.26 47.47 13.73 SPBC12D12.05cGO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0005471//ATP:ADP antiporter activity;GO:0005347//ATP transmembrane transporter activity;GO:0015217//ADP transmembrane transporter activityGO:0140021//mitochondrial ADP transmembrane transport;GO:0055085//transmembrane transport;GO:1990544//mitochondrial ATP transmembrane transport;GO:0006839//mitochondrial transportK14684//solute carrier family 25 (mitochondrial phosphate transporter), member 23/24/25/41NP_595952.1//mitochondrial carrier, calcium binding subfamily (predicted) [Schizosaccharomyces pombe 972h-]putative calcium-binding subfamily carrier protein (SPBC12D12.05c), mRNA
2541812 NM_001018509.255.06 50.37 46.5 SPAC23G3.12cGO:0005634//nucleusGO:0004252//serine-type endopeptidase activityGO:0044255//cellular lipid metabolic process;GO:0030163//protein catabolic process;GO:0034605//cellular response to heat;GO:0006915//apoptotic processNA NP_593112.1//serine protease (predicted) [Schizosaccharomyces pombe 972h-]putative serine protease (SPAC23G3.12c), mRNA
2541153 NM_001021407.235.81 31.59 9.33 res1 GO:0005634//nucleus;GO:0000790//nuclear chromatin;GO:0030907//MBF transcription complex;GO:0005737//cytoplasmGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000983//transcription factor activity, RNA polymerase II core promoter sequence-specific DNA bindingGO:0071931//positive regulation of transcription involved in G1/S transition of mitotic cell cycle;GO:0000083//regulation of transcription involved in G1/S transition of mitotic cell cycle;GO:0045944//positive regulation of transcription from RNA polymerase II promoterK06647 NP_595496.1//MBF transcription factor complex subunit Res1 [Schizosaccharomyces pombe 972h-]MBF transcription factor complex subunit Res1 (res1), mRNA
2539630 NM_001021077.244.02 44.28 9.68 SPBC106.19 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0003729//mRNA bindingGO:0070131//positive regulation of mitochondrial translationNA NP_595168.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC106.19), mRNA
2541085 NM_001020994.238.33 38.5 41.31 SPBC660.08 GO:0005739//mitochondrionNA GO:0051321//meiotic cell cycleNA NP_595087.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC660.08), partial mRNA
2542349 NM_001020139.245.39 46.1 27.41 SPAC1782.05GO:0005634//nucleus;GO:0000159//protein phosphatase type 2A complex;GO:0005737//cytoplasmGO:0008160//protein tyrosine phosphatase activator activity;GO:0003755//peptidyl-prolyl cis-trans isomerase activity;GO:0019211//phosphatase activator activity;GO:0072542//protein phosphatase activator activityGO:0030472//mitotic spindle organization in nucleusK17605//serine/threonine-protein phosphatase 2A activatorNP_594712.1//serine/threonine-protein phosphatase 2A activator 2 [Schizosaccharomyces pombe 972h-]serine/threonine-protein phosphatase 2A activator 2 (SPAC1782.05), mRNA
2542112 NM_001018525.257.12 45.85 49.79 spb1 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorGO:0070039//rRNA (guanosine-2'-O-)-methyltransferase activity;GO:0008650//rRNA (uridine-2'-O-)-methyltransferase activity;GO:0016435//rRNA (guanine) methyltransferase activity;GO:0008649//rRNA methyltransferase activityGO:0031167//rRNA methylation;GO:0000453//enzyme-directed rRNA 2'-O-methylation;GO:0000466//maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14857//AdoMet-dependent rRNA methyltransferase SPB1 [EC:2.1.1.-]NP_593129.1//rRNA methyltransferase Spb1 (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA methyltransferase Spb1 (spb1), mRNA
2540332 NM_001022133.243.21 45.3 25.29 tvp23 GO:0005783//endoplasmic reticulum;GO:0030173//integral component of Golgi membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneNA GO:0009306//protein secretion;GO:0016192//vesicle-mediated transportNA NP_596214.1//Golgi transport protein Tvp23 (predicted) [Schizosaccharomyces pombe 972h-]putative transport protein Tvp23 (tvp23), mRNA
3361511 NM_001018576.267.03 73.83 47.85 rho3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0032153//cell division siteGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0090338//positive regulation of formin-nucleated actin cable assembly;GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0000226//microtubule cytoskeleton organization;GO:0030036//actin cytoskeleton organization;GO:0010590//regulation of cell separation after cytokinesis;GO:0045921//positive regulation of exocytosis;GO:0030950//establishment or maintenance of actin cytoskeleton polarity;GO:0017157//regulation of exocytosis;GO:0051301//cell division;GO:0007264//small GTPase mediated signal transduction;GO:0007049//cell cycleK07975 NP_001018193.1//Rho family GTPase Rho3 [Schizosaccharomyces pombe 972h-]Rho family GTPase Rho3 (rho3), mRNA
2540920 NM_001023766.271.52 81.1 106.37 gas4 GO:0009277//fungal-type cell wall;GO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0005886//plasma membrane;GO:0031225//anchored component of membrane;GO:0005628//prospore membraneGO:0042124//1,3-beta-glucanosyltransferase activityGO:0071970//fungal-type cell wall (1->3)-beta-D-glucan biosynthetic process;GO:0031321//ascospore-type prospore assembly;GO:0034412//ascospore wall beta-glucan biosynthetic process;GO:0031505//fungal-type cell wall organizationNA NP_596746.1//sporulation specific 1,3-beta-glucanosyltransferase Gas4 [Schizosaccharomyces pombe 972h-]1,3-beta-glucanosyltransferase Gas4 (gas4), partial mRNA
2539934 NM_001023807.245.34 43.11 26.54 ppr7 GO:0005739//mitochondrionNA GO:0006412//translation;GO:0140053//mitochondrial gene expression;GO:0007005//mitochondrion organizationNA NP_596786.1//mitochondrial PPR repeat protein Ppr7 [Schizosaccharomyces pombe 972h-]PPR repeat-containing protein Ppr7 (ppr7), mRNA
2540635 NM_001021771.245.39 41.03 20.66 rga7 GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0005096//GTPase activator activityGO:0043087//regulation of GTPase activity;GO:0007165//signal transduction;GO:0030036//actin cytoskeleton organization;GO:0035024//negative regulation of Rho protein signal transductionK20643 NP_595866.1//Rho-type GTPase activating protein Rga7 [Schizosaccharomyces pombe 972h-]Rho-type GTPase-activating protein Rga7 (rga7), mRNA
2542882 NM_001019134.251.36 49.51 58.98 erg7 GO:0005829//cytosolGO:0000250//lanosterol synthase activity;GO:0016866//intramolecular transferase activityGO:0006696//ergosterol biosynthetic processK01852//lanosterol synthase [EC:5.4.99.7]NP_593702.2//lanosterol synthase Erg7 (predicted) [Schizosaccharomyces pombe 972h-]putative lanosterol synthase Erg7 (erg7), mRNA

NR_150469.1 NR_150469.1 41.54 36.49 32.3 NA GO:0015934//large ribosomal subunit;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0000470//maturation of LSU-rRNA;GO:0006412//translation;GO:0002181//cytoplasmic translationK02865//large subunit ribosomal protein L10AeNP_596267.1//60S ribosomal protein L1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1578), miscRNA
2541641 NM_001019757.231.25 30.53 181.57 SPAC1F12.10cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003958//NADPH-hemoprotein reductase activity;GO:0046872//metal ion binding;GO:0020037//heme bindingGO:0042168//heme metabolic processK00101;K00326//cytochrome-b5 reductase [EC:1.6.2.2]NP_594336.1//NADPH-hemoprotein reductase (predicted) [Schizosaccharomyces pombe 972h-]putative NADPH-hemoprotein reductase (SPAC1F12.10c), mRNA
2539391 NM_001355875.154.8 58.22 27.56 srp68 GO:0005783//endoplasmic reticulum;GO:0005786//signal recognition particle, endoplasmic reticulum targeting;GO:0005829//cytosolGO:0030942//endoplasmic reticulum signal peptide binding;GO:0005047//signal recognition particle binding;GO:0008312//7S RNA bindingGO:0006614//SRP-dependent cotranslational protein targeting to membrane;GO:0045047//protein targeting to ER;GO:0006617//SRP-dependent cotranslational protein targeting to membrane, signal sequence recognitionK16466//centrin-3;K03107//signal recognition particle subunit SRP68NP_587798.1//signal recognition particle subunit (predicted) [Schizosaccharomyces pombe 972h-]putative signal recognition particle subunit protein (srp68), partial mRNA
2540420 NM_001021836.249.76 48.75 23.15 SPBC21H7.03cGO:0009277//fungal-type cell wall;GO:0005783//endoplasmic reticulum;GO:0005618//cell wall;GO:0009897//external side of plasma membrane;GO:0030287//cell wall-bounded periplasmic space;GO:0005794//Golgi apparatus;GO:0005576//extracellular regionGO:0052745//inositol phosphate phosphatase activity;GO:0003993//acid phosphatase activity;GO:0042131//thiamine phosphate phosphatase activityGO:0009228//thiamine biosynthetic process;GO:0043647//inositol phosphate metabolic process;GO:0046434//organophosphate catabolic processK01078 NP_595928.1//acid phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative acid phosphatase (SPBC21H7.03c), mRNA
2540459 NM_001021610.251.93 55.31 29.91 mrpl7 GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0022625//cytosolic large ribosomal subunit;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translation;GO:0000027//ribosomal large subunit assemblyK02931 NP_595713.1//mitochondrial ribosomal protein subunit L7 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L7 (mrpl7), mRNA
2540357 NM_001021607.264.66 68.41 36.49 SPBC2F12.05cGO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005545//1-phosphatidylinositol binding;GO:0008142//oxysterol bindingGO:0015918//sterol transport;GO:0006897//endocytosis;GO:0006887//exocytosisK20456//oxysterol-binding protein 1NP_595710.1//sterol binding ankyrin repeat protein (predicted) [Schizosaccharomyces pombe 972h-]putative sterol binding ankyrin repeat protein (SPBC2F12.05c), mRNA
2540546 NM_001021986.258.88 57.68 26.64 btb2 GO:0005634//nucleus;GO:0000151//ubiquitin ligase complex;GO:0005829//cytosolNA GO:0070647//protein modification by small protein conjugation or removal;GO:0016567//protein ubiquitinationNA NP_596074.1//BTB/POZ domain protein Btb2 [Schizosaccharomyces pombe 972h-]BTB/POZ domain protein Btb2 (btb2), mRNA
2543496 NM_001019267.256.75 56.8 13.48 SPAC823.11 GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0042392//sphingosine-1-phosphate phosphatase activityGO:0030148//sphingolipid biosynthetic processK08272//calcium binding protein 39;K04717//sphingosine-1-phosphate phosphotase 2 [EC:3.1.3.-];K04716//sphingosine-1-phosphate phosphatase 1 [EC:3.1.3.-]NP_593838.1//sphingosine-1-phosphate phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative sphingosine-1-phosphate phosphatase (SPAC823.11), mRNA
2539832 NM_001021054.249.95 50.96 20.57 SPBC1271.04cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0034038//deoxyhypusine synthase activityGO:2000765//regulation of cytoplasmic translation;GO:0008612//peptidyl-lysine modification to peptidyl-hypusineK00809//deoxyhypusine synthase [EC:2.5.1.46]NP_595146.1//eIF-5A-deoxyhypusine synthase (predicted) [Schizosaccharomyces pombe 972h-]putative eIF-5A-deoxyhypusine synthase (SPBC1271.04c), mRNA
2540709 NM_001021916.240.57 38.97 17.35 ucp3 GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0071944//cell periphery;GO:0032153//cell division siteGO:0046872//metal ion binding;GO:0043130//ubiquitin binding;GO:0031593//polyubiquitin modification-dependent protein binding;GO:0005096//GTPase activator activityGO:0006897//endocytosis;GO:0051523//cell growth mode switching, monopolar to bipolarK12486//stromal membrane-associated proteinNP_596008.1//GTPase activating protein Ucp3 (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein Ucp3 (ucp3), mRNA
2541689 NM_001019455.2 56 50.15 35.33 mug70 GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_594030.1//conserved protein Mug20 [Schizosaccharomyces pombe 972h-]protein mug70 (mug70), mRNA
2539756 NM_001021700.354.41 51.39 36.04 psd1 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneGO:0004609//phosphatidylserine decarboxylase activityGO:0006646//phosphatidylethanolamine biosynthetic process;GO:0016540//protein autoprocessing;GO:0006656//phosphatidylcholine biosynthetic processK01613//phosphatidylserine decarboxylase [EC:4.1.1.65]NP_595799.2//phosphatidylserine decarboxylase Psd1 [Schizosaccharomyces pombe 972h-]phosphatidylserine decarboxylase Psd1 (psd1), mRNA
2543505 NM_001020055.240.87 34.68 14.27 SPAC637.09 GO:0005634//nucleusGO:0000175//3'-5'-exoribonuclease activity;GO:0003676//nucleic acid bindingGO:0034476//U5 snRNA 3'-end processing;GO:0034415//tRNA 3'-trailer cleavage, exonucleolytic;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14570//RNA exonuclease 1 [EC:3.1.-.-]NP_594627.2//ribonuclease H70 (predicted) [Schizosaccharomyces pombe 972h-]putative ribonuclease H70 (SPAC637.09), mRNA
2542455 NM_001019936.255.75 53.81 74.55 SPAC2C4.04cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_594507.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC2C4.04c), mRNA
2542044 NM_001019535.253.87 43.15 46.85 nop9 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030688//preribosome, small subunit precursorGO:0003723//RNA bindingGO:0006364//rRNA processingK14790//nucleolar protein 9NP_594111.1//RNA-binding protein Nop9 (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein Nop9 (nop9), mRNA
2541903 NM_001020156.2107.66 98.15 164.26 SPAC22F8.05GO:0005829//cytosol;GO:0005946//alpha,alpha-trehalose-phosphate synthase complex (UDP-forming);GO:0005737//cytoplasmGO:0003825//alpha,alpha-trehalose-phosphate synthase (UDP-forming) activity;GO:0003824//catalytic activity;GO:0016791//phosphatase activityGO:0005992//trehalose biosynthetic process;GO:0070413//trehalose metabolism in response to stressK16055//trehalose 6-phosphate synthase/phosphatase [EC:2.4.1.15 3.1.3.12]NP_594728.1//alpha,alpha-trehalose-phosphate synthase (predicted) [Schizosaccharomyces pombe 972h-]putative alpha,alpha-trehalose-phosphate synthase (SPAC22F8.05), mRNA
2540318 NM_001021439.243.9 42.68 25.65 sol1 GO:0005634//nucleus;GO:0016514//SWI/SNF complex;GO:0000790//nuclear chromatinGO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0003677//DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templatedK11771 NP_595529.1//SWI/SNF complex subunit Sol1 [Schizosaccharomyces pombe 972h-]SWI/SNF complex subunit Sol1 (sol1), mRNA
3361385 NM_001355972.137.42 37.05 36.27 trk2 GO:0005887//integral component of plasma membraneGO:0015079//potassium ion transmembrane transporter activityGO:0030007//cellular potassium ion homeostasis;GO:0042391//regulation of membrane potentialK03549//KUP system potassium uptake proteinXP_001713037.2//potassium ion transporter Trk2 [Schizosaccharomyces pombe 972h-]potassium ion transporter Trk2 (trk2), mRNA
2540554 NM_001021958.348.8 46.14 40.47 pcf1 GO:0005840//ribosome;GO:0005634//nucleus;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatin;GO:0033186//CAF-1 complexGO:0003735//structural constituent of ribosomeGO:0006335//DNA replication-dependent nucleosome assembly;GO:0070829//heterochromatin maintenance;GO:0006412//translation;GO:1990426//mitotic recombination-dependent replication fork processingK10750//chromatin assembly factor 1 subunit ANP_596048.2//CAF assembly factor (CAF-1) complex large subunit Pcf1 [Schizosaccharomyces pombe 972h-]CAF assembly factor (CAF-1) complex large subunit Pcf1 (pcf1), mRNA
2542397 NM_001019677.250.31 56.06 23.02 SPAC17G6.07cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0005484//SNAP receptor activityGO:0006886//intracellular protein transport;GO:0006890//retrograde vesicle-mediated transport, Golgi to ERK08507//unconventional SNARE in the endoplasmic reticulum protein 1NP_594254.1//SNARE Slt1 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE protein Slt1 (SPAC17G6.07c), mRNA
2541733 NM_001019960.244.5 49.74 60.81 uch1 GO:0005634//nucleus;GO:0000502//proteasome complex;GO:0005829//cytosol;GO:0005622//intracellular;GO:0005737//cytoplasmGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0019784//NEDD8-specific protease activityGO:0000338//protein deneddylation;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitinationK05609//ubiquitin carboxyl-terminal hydrolase L3 [EC:3.4.19.12]NP_594531.1//ubiquitin C-terminal hydrolase Uch1 [Schizosaccharomyces pombe 972h-]ubiquitin hydrolase Uch1 (uch1), mRNA
2543550 NM_001020437.263.36 57.7 2.71 SPAC922.06 GO:0005634//nucleus;GO:0005829//cytosolGO:0004316//3-oxoacyl-[acyl-carrier-protein] reductase (NADPH) activity;GO:0016491//oxidoreductase activityGO:0006633//fatty acid biosynthetic process;GO:0009107//lipoate biosynthetic processK17742;K14729//multifunctional beta-oxidation protein [EC:4.2.1.- 1.1.1.-];K18337NP_595006.1//3-oxoacyl-[acyl-carrier-protein]reductase (predicted) [Schizosaccharomyces pombe 972h-]putative 3-oxoacyl-[acyl-carrier-protein]reductase (SPAC922.06), mRNA
2541802 NM_001018975.272.71 67.48 50.84 SPAP14E8.05cGO:0016020//membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA NA K00018 NP_593541.1//UPF0136 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAP14E8.05c), mRNA
2540419 NM_001021440.262.15 53.16 46.47 kap109 GO:0031965//nuclear membrane;GO:0034399//nuclear periphery;GO:0043234//protein complex;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0008536//Ran GTPase binding;GO:0005049//nuclear export signal receptor activity;GO:0005525//GTP bindingGO:0046827//positive regulation of protein export from nucleus;GO:0006606//protein import into nucleus;GO:0006611//protein export from nucleusK18423//exportin-2 (importin alpha re-exporter)NP_595530.1//karyopherin Kap109 [Schizosaccharomyces pombe 972h-]karyopherin Kap109 (kap109), mRNA
2543081 NM_001020086.349.08 47.95 35.68 erv14 GO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneNA GO:0006810//transport;GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK20368//protein cornichonNP_594657.2//cornichon family protein Erv14 (predicted) [Schizosaccharomyces pombe 972h-]putative cornichon family protein Erv14 (erv14), mRNA
2540434 NM_001021874.245.74 46.69 19.7 cwf14 GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0032302//MutSbeta complex;GO:0032300//mismatch repair complex;GO:0005829//cytosol;GO:0032301//MutSalpha complexGO:0005524//ATP binding;GO:0030983//mismatched DNA binding;GO:0000404//heteroduplex DNA loop binding;GO:0032137//guanine/thymine mispair binding;GO:0000406//double-strand/single-strand DNA junction binding;GO:0003684//damaged DNA binding;GO:0032138//single base insertion or deletion binding;GO:0008094//DNA-dependent ATPase activity;GO:0000403//Y-form DNA binding;GO:0016887//ATPase activity;GO:0000400//four-way junction DNA bindingGO:0000735//removal of nonhomologous ends;GO:0006311//meiotic gene conversion;GO:0045128//negative regulation of reciprocal meiotic recombination;GO:0006298//mismatch repair;GO:0043570//maintenance of DNA repeat elements;GO:0006301//postreplication repair;GO:0007534//gene conversion at mating-type locusK08735//DNA mismatch repair protein MSH2XP_001713136.1//DNA mismatch repair protein [Schizosaccharomyces pombe 972h-]G10 protein (cwf14), mRNA
2543314 NM_001018184.255.94 46.99 262.55 SPAC977.12 GO:0009986//cell surface;GO:0005618//cell wall;GO:0005794//Golgi apparatus;GO:0005576//extracellular region;GO:0005737//cytoplasmGO:0004067//asparaginase activityGO:0006531//aspartate metabolic process;GO:0006528//asparagine metabolic process;GO:0006530//asparagine catabolic processK01424//L-asparaginase [EC:3.5.1.1]NP_592784.1//L-asparaginase (predicted) [Schizosaccharomyces pombe 972h-]putative L-asparaginase (SPAC977.12), mRNA
2539144 NM_001022992.255.81 54.91 96.67 sfh1 GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0008270//zinc ion binding;GO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0006281//DNA repair;GO:0016569//covalent chromatin modification;GO:0043044//ATP-dependent chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0006337//nucleosome disassemblyK11770 NP_588001.1//RSC complex subunit Sfh1 [Schizosaccharomyces pombe 972h-]RSC complex subunit Sfh1 (sfh1), mRNA
2539956 NM_001021694.242.97 43.62 39.29 pub3 GO:0016020//membrane;GO:0005794//Golgi apparatus;GO:0071944//cell periphery;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0016874//ligase activity;GO:0005543//phospholipid bindingGO:1905530//negative regulation of uracil import across plasma membrane;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0034067//protein localization to Golgi apparatus;GO:0051453//regulation of intracellular pH;GO:0043162//ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:1905533//negative regulation of leucine import across plasma membraneK10591//E3 ubiquitin-protein ligase NEDD4 [EC:2.3.2.26]NP_595793.1//HECT-type ubiquitin-protein ligase Pub3 (predicted) [Schizosaccharomyces pombe 972h-]putative HECT-type ubiquitin-protein ligase Pub3 (pub3), mRNA
2540774 NM_001021374.240.74 49.15 125.45 mrps17 GO:0005840//ribosome;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrion;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0032543//mitochondrial translation;GO:0006412//translationNA NP_595464.1//mitochondrial ribosomal protein subunit S17 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S17 (mrps17), mRNA
2541012 NM_001021664.240.5 40.64 16.72 rav2 GO:0043291//RAVE complex;GO:0005634//nucleus;GO:0005829//cytosolNA GO:0071277//cellular response to calcium ion;GO:0070072//vacuolar proton-transporting V-type ATPase complex assemblyNA NP_595763.1//RAVE complex subunit Rav2 [Schizosaccharomyces pombe 972h-]RAVE complex subunit Rav2 (rav2), mRNA
2540738 NM_001022538.242.86 42.2 69.84 ubc8 GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0005524//ATP binding;GO:0031625//ubiquitin protein ligase binding;GO:0061631//ubiquitin conjugating enzyme activityGO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK10576//ubiquitin-conjugating enzyme E2 H [EC:2.3.2.23]NP_596617.1//ubiquitin conjugating enzyme Ubc8 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin conjugating enzyme Ubc8 (ubc8), mRNA
2539137 NM_001022794.247.49 53.95 16.17 SPCC1682.08cGO:0005737//cytoplasmGO:0003723//RNA bindingGO:0051321//meiotic cell cycle;GO:0000288//nuclear-transcribed mRNA catabolic process, deadenylation-dependent decayK17944 NP_587801.1//RNA-binding protein Mcp2 [Schizosaccharomyces pombe 972h-]RNA-binding protein Mcp2 (SPCC1682.08c), mRNA
2542911 NM_001018205.228.29 29.23 17.43 SPAC11D3.08cGO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0015179//L-amino acid transmembrane transporter activity;GO:0015297//antiporter activity;GO:0015171//amino acid transmembrane transporter activityNA K01480//agmatinase [EC:3.5.3.11]NP_592805.1//amino-acid permease [Schizosaccharomyces pombe 972h-]amino-acid permease (SPAC11D3.08c), mRNA
2542822 NM_001019082.251.32 48.39 66.98 ptr6 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005669//transcription factor TFIID complexGO:0003713//transcription coactivator activity;GO:0044212//transcription regulatory region DNA binding;GO:0008134//transcription factor binding;GO:0035035//histone acetyltransferase bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0051123//RNA polymerase II transcriptional preinitiation complex assembly;GO:0051028//mRNA transportK03132//transcription initiation factor TFIID subunit 7NP_593650.1//transcription factor TFIID complex subunit Taf7 [Schizosaccharomyces pombe 972h-]transcription factor TFIID complex subunit Taf7 (ptr6), mRNA
2539844 NM_001022371.249.99 54.3 52.08 msp1 GO:0000329//fungal-type vacuole membrane;GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005777//peroxisomeGO:0005525//GTP binding;GO:0008017//microtubule binding;GO:0003924//GTPase activityGO:0003374//dynamin family protein polymerization involved in mitochondrial fission;GO:0008053//mitochondrial fusion;GO:0016559//peroxisome fission;GO:0007005//mitochondrion organization;GO:1990627//mitochondrial inner membrane fusion;GO:0000266//mitochondrial fissionK22140 NP_596452.1//mitochondrial dynamin family GTPase Msp1 [Schizosaccharomyces pombe 972h-]dynamin family GTPase Msp1 (msp1), mRNA
2540150 NM_001021697.238.33 33.46 18.12 zrg17 GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0000324//fungal-type vacuole;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0005385//zinc ion transmembrane transporter activityGO:0006882//cellular zinc ion homeostasis;GO:0010043//response to zinc ion;GO:0071577//zinc II ion transmembrane transport;GO:0061088//regulation of sequestering of zinc ionNA NP_595796.1//cation diffusion family zinc membrane transporter Zrg17 [Schizosaccharomyces pombe 972h-]cation diffusion family zinc membrane transporter Zrg17 (zrg17), mRNA
2540184 NM_001021070.242.4 41.34 12.07 SPBC106.12cGO:0005634//nucleus;GO:0000347//THO complex;GO:0005730//nucleolusGO:0003723//RNA bindingGO:0006406//mRNA export from nucleus;GO:0034243//regulation of transcription elongation from RNA polymerase II promoterK12881//THO complex subunit 4NP_595161.1//THO complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative THO complex subunit (SPBC106.12c), mRNA
2541167 NM_001356220.156.78 61.8 17.12 SPBC691.05cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA GO:0061817//endoplasmic reticulum-plasma membrane tetheringK19327//anoctamin-10XP_001713130.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPBC691.05c), mRNA
2541794 NM_001019233.251.85 51.09 29.46 SPAC23H3.14GO:0005737//cytoplasmNA GO:0006892//post-Golgi vesicle-mediated transport;GO:0051179//localizationNA NP_593804.1//LAlv9 family protein, involved in post Golgi transport (predicted) [Schizosaccharomyces pombe 972h-]putative LAlv9 family protein (SPAC23H3.14), mRNA
2540116 NM_001023779.248.57 39.63 22.73 SPBC16G5.10GO:0005634//nucleus;GO:0005730//nucleolus;GO:0000176//nuclear exosome (RNase complex);GO:0005829//cytosol;GO:0000177//cytoplasmic exosome (RNase complex);GO:0005737//cytoplasm;GO:0000178//exosome (RNase complex)GO:0017091//AU-rich element binding;GO:0051087//chaperone binding;GO:0000175//3'-5'-exoribonuclease activityGO:0034473//U1 snRNA 3'-end processing;GO:0043928//exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0006457//protein folding;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:0034661//ncRNA catabolic process;GO:0034427//nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0034476//U5 snRNA 3'-end processing;GO:0071028//nuclear mRNA surveillance;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070651//nonfunctional rRNA decay;GO:0034475//U4 snRNA 3'-end processing;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic process;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic processK12589//exosome complex component RRP42NP_596759.1//exosome subunit Rrp42 (predicted) [Schizosaccharomyces pombe 972h-]putative exosome subunit Rrp42 (SPBC16G5.10), mRNA
2541656 NM_001019239.250.43 50.24 28 pcf3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0033186//CAF-1 complexNA GO:0006335//DNA replication-dependent nucleosome assembly;GO:0070829//heterochromatin maintenance;GO:1990426//mitotic recombination-dependent replication fork processingK10752//histone-binding protein RBBP4NP_593810.1//CAF assembly factor (CAF-1) complex subunit C, Pcf3 [Schizosaccharomyces pombe 972h-]CAF assembly factor complex subunit B Pcf3 (pcf3), mRNA
2540055 NM_001021333.242.57 46.63 36.53 hse1 GO:0010008//endosome membrane;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0005768//endosome;GO:0005774//vacuolar membrane;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0033565//ESCRT-0 complex;GO:0005628//prospore membraneNA GO:0031321//ascospore-type prospore assembly;GO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0045324//late endosome to vacuole transportK04705//signal transducing adaptor moleculeNP_595425.1//STAM like protein Hse1 [Schizosaccharomyces pombe 972h-]STAM-like protein Hse1 (hse1), mRNA
2541684 NM_001018451.238.91 34.52 12.68 ubp13 GO:0031251//PAN complex;GO:0000932//P-body;GO:0005737//cytoplasmGO:0004535//poly(A)-specific ribonuclease activity;GO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0046872//metal ion binding;GO:0003676//nucleic acid bindingGO:0006397//mRNA processing;GO:0000289//nuclear-transcribed mRNA poly(A) tail shorteningK12571//PAB-dependent poly(A)-specific ribonuclease subunit 2 [EC:3.1.13.4]NP_593053.2//ubiquitin C-terminal hydrolase, poly(A)-specific ribonuclease complex subunit Pan2 (predicted) [Schizosaccharomyces pombe 972h-]putative poly(A)-specific ribonuclease complex subunit Pan2 (ubp13), mRNA
2542784 NM_001018521.145.48 52.2 55.49 SPAC1687.07GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_593125.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1687.07), partial mRNA
2542949 NM_001019692.241.21 49.21 18.25 ctr5 GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0000324//fungal-type vacuole;GO:0005886//plasma membraneGO:0005375//copper ion transmembrane transporter activityGO:0098705//copper ion import across plasma membraneK14686//solute carrier family 31 (copper transporter), member 1NP_594269.1//copper transporter complex subunit Ctr5 [Schizosaccharomyces pombe 972h-]Cu transporter complex subunit Ctr5 (ctr5), mRNA
2541184 NM_001021408.240.42 35.71 9.93 rrn11 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0070860//RNA polymerase I core factor complex;GO:0005829//cytosol;GO:0032153//cell division site;GO:0000120//RNA polymerase I transcription factor complexGO:0001164//RNA polymerase I CORE element sequence-specific DNA binding;GO:0017025//TBP-class protein binding;GO:0001169//transcription factor activity, RNA polymerase I CORE element sequence-specific bindingGO:0042790//transcription of nuclear large rRNA transcript from RNA polymerase I promoter;GO:0006360//transcription from RNA polymerase I promoter;GO:0006356//regulation of transcription from RNA polymerase I promoterK15222 NP_595497.1//RNA polymerase I transcription factor subunit Rrn11 (predicted) [Schizosaccharomyces pombe 972h-]putative RNA polymerase I transcription factor subunit Rrn11 (rrn11), mRNA
2540416 NM_001021437.230.7 11.41 21.55 SPBC30B4.02cGO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membraneNA NA K01183//chitinase [EC:3.2.1.14];K19898CDH12111.1//uncharacterized protein ZBAI_03897 [Zygosaccharomyces bailii ISA1307]G-patch and R3H domain-containing protein (SPBC30B4.02c), mRNA
2539672 NM_001021308.245.17 46.62 10.84 coq6 GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0016709//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, NAD(P)H as one donor, and incorporation of one atom of oxygen;GO:0016712//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, reduced flavin or flavoprotein as one donor, and incorporation of one atom of oxygen;GO:0071949//FAD bindingGO:0006744//ubiquinone biosynthetic processK06126//ubiquinone biosynthesis monooxygenase Coq6 [EC:1.14.13.-]NP_595401.2//monooxygenase Coq6 (predicted) [Schizosaccharomyces pombe 972h-]putative monooxygenase Coq6 (coq6), mRNA
2541429 NM_001018385.252.27 49.5 16.46 rsm24 GO:0005840//ribosome;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK17413//small subunit ribosomal protein S35NP_592985.1//mitochondrial ribosomal protein subunit S24 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S24 (rsm24), mRNA
2539097 NM_001022674.238.85 41.79 51.42 SPCC757.04 GO:0005634//nucleus;GO:0005829//cytosolGO:0003677//DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK02365//separase [EC:3.4.22.49];K09248NP_587679.2//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPCC757.04), mRNA
2541547 NM_001019517.250.1 51.25 30.51 nup189 GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0034399//nuclear periphery;GO:0031080//nuclear pore outer ring;GO:0044614//nuclear pore cytoplasmic filamentsGO:0003723//RNA binding;GO:0008233//peptidase activity;GO:0005487//nucleocytoplasmic transporter activity;GO:0017056//structural constituent of nuclear pore;GO:0008139//nuclear localization sequence bindingGO:0006810//transport;GO:0034398//telomere tethering at nuclear periphery;GO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0006407//rRNA export from nucleus;GO:0006606//protein import into nucleus;GO:0000973//posttranscriptional tethering of RNA polymerase II gene DNA at nuclear periphery;GO:0006405//RNA export from nucleus;GO:0051028//mRNA transportK14297//nuclear pore complex protein Nup98-Nup96NP_594093.1//nucleoporin Nup98 and Nup96 [Schizosaccharomyces pombe 972h-]nucleoporin Nup98 and Nup96 (nup189), partial mRNA
2539644 NM_001021683.349.44 53.44 46.98 php4 GO:0072686//mitotic spindle;GO:0000922//spindle pole;GO:0005634//nucleus;GO:0016602//CCAAT-binding factor complex;GO:0005829//cytosolGO:0003677//DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activity;GO:0008017//microtubule bindingGO:0006879//cellular iron ion homeostasis;GO:0090375//negative regulation of transcription from RNA polymerase II promoter in response to iron ion starvation;GO:0006355//regulation of transcription, DNA-templatedNA NP_595783.2//CCAAT-binding factor complex subunit Php4 [Schizosaccharomyces pombe 972h-]CCAAT-binding factor complex subunit Php4 (php4), mRNA
2540997 NM_001021670.122.51 41.42 44.77 pof9 GO:0005634//nucleus;GO:0000151//ubiquitin ligase complex;GO:0005829//cytosolGO:0030674//protein binding, bridgingGO:0070647//protein modification by small protein conjugation or removalK15072 NP_595769.1//F-box protein Pof9 [Schizosaccharomyces pombe 972h-]F-box protein Pof9 (pof9), partial mRNA
2540322 NM_001022493.238.67 44.52 23.78 SPBC31F10.10cGO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0032153//cell division siteGO:0046872//metal ion bindingNA NA NP_596572.1//zf-MYND type zinc finger protein [Schizosaccharomyces pombe 972h-]zf-MYND type zinc finger protein (SPBC31F10.10c), mRNA

NR_150950.1 NR_150950.1 31.13 32.03 8.56 NA GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0001409//guanine nucleotide transmembrane transporter activityGO:0006879//cellular iron ion homeostasis;GO:0000002//mitochondrial genome maintenance;GO:1903790//guanine nucleotide transmembrane transport;GO:0006839//mitochondrial transportK15100//solute carrier family 25 (mitochondrial citrate transporter), member 1NP_587802.1//mitochondrial guanine nucleotide transporter (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.579), miscRNA
2541113 NM_001355786.140.21 49.56 45.65 css1 GO:0016020//membrane;GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0031307//integral component of mitochondrial outer membrane;GO:0071944//cell periphery;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0046872//metal ion binding;GO:0052712//inositol phosphosphingolipid phospholipase activity;GO:0052714//mannosyl-inositol phosphorylceramide phospholipase activityGO:0032995//regulation of fungal-type cell wall biogenesis;GO:0071555//cell wall organization;GO:0046521//sphingoid catabolic process;GO:0046513//ceramide biosynthetic processK12351//sphingomyelin phosphodiesterase 2 [EC:3.1.4.12]NP_596144.2//inositol phosphosphingolipid phospholipase C, Css1 [Schizosaccharomyces pombe 972h-]inositol phosphosphingolipid phospholipase C Css1 (css1), mRNA
2541862 NM_001019226.259.13 66.8 61.12 mrp2 GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0005763//mitochondrial small ribosomal subunit;GO:0030665//clathrin-coated vesicle membrane;GO:0005739//mitochondrion;GO:0030123//AP-3 adaptor complexGO:0003735//structural constituent of ribosomeGO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0032543//mitochondrial translation;GO:0006412//translation;GO:0016192//vesicle-mediated transportK12397//AP-3 complex subunit beta;K02954//small subunit ribosomal protein S14NP_593796.1//AP-3 adaptor complex subunit Apl6 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S14 (mrp2), mRNA
2539948 NM_001022116.249.04 48.06 16.99 rsc9 GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0044212//transcription regulatory region DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016569//covalent chromatin modification;GO:0042790//transcription of nuclear large rRNA transcript from RNA polymerase I promoter;GO:0006364//rRNA processingK11763 NP_596197.1//RSC complex subunit Rsc9 [Schizosaccharomyces pombe 972h-]RSC complex subunit Rsc9 (rsc9), mRNA
2540966 NM_001021430.243.98 45.18 14.39 dpb4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0008622//epsilon DNA polymerase complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003887//DNA-directed DNA polymerase activity;GO:0046982//protein heterodimerization activityGO:1902975//mitotic DNA replication initiation;GO:1902969//mitotic DNA replicationK02326//DNA polymerase epsilon subunit 3 [EC:2.7.7.7];K21751//down-regulator of transcription 1NP_595521.1//DNA polymerase epsilon subunit Dpb4 [Schizosaccharomyces pombe 972h-]DNA polymerase epsilon subunit Dpb4 (dpb4), mRNA
2541328 NM_001021728.234.4 34.04 18.07 frg1 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0071013//catalytic step 2 spliceosomeGO:0051015//actin filament bindingGO:0045292//mRNA cis splicing, via spliceosomeK13122//protein FRG1NP_595824.1//FRG1 family protein, involved in mRNA processing (predicted) [Schizosaccharomyces pombe 972h-]putative FRG1 family mRNA-processing protein (frg1), mRNA
2539719 NM_001022477.242.88 42.25 14.67 swf1 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0019706//protein-cysteine S-palmitoyltransferase activityGO:0018345//protein palmitoylation;GO:0072659//protein localization to plasma membraneK20003//palmitoyltransferase ZDHHC4 [EC:2.3.1.225]NP_596556.1//palmitoyltransferase Swf1 (predicted) [Schizosaccharomyces pombe 972h-]putative palmitoyltransferase Swf1 (swf1), mRNA
2542952 NM_001020065.244.33 44.29 17.5 icp55 GO:0005634//nucleus;GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0004177//aminopeptidase activity;GO:0070006//metalloaminopeptidase activity;GO:0030145//manganese ion bindingGO:0016485//protein processing;GO:0050821//protein stabilization;GO:0034982//mitochondrial protein processing;GO:0007005//mitochondrion organizationK18573 NP_594637.1//mitochondrial intermediate cleavage peptidase Icp55 (predicted) [Schizosaccharomyces pombe 972h-]putative peptidase Icp55 (icp55), mRNA
2541680 NM_001020160.257.36 45.77 55.96 rrp16 GO:0005654//nucleoplasm;GO:0005730//nucleolusGO:0019843//rRNA bindingGO:0000055//ribosomal large subunit export from nucleus;GO:0042254//ribosome biogenesis;GO:0000027//ribosomal large subunit assembly;GO:0006364//rRNA processingK14840//nucleolar protein 53NP_594732.1//rRNA processing protein Rrp16 (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA processing protein Rrp16 (rrp16), mRNA
2541980 NM_001018487.245.87 45.02 80.2 SPAC2G11.09GO:0000329//fungal-type vacuole membrane;GO:0016021//integral component of membraneGO:0015085//calcium ion transmembrane transporter activity;GO:0005227//calcium activated cation channel activity;GO:0003676//nucleic acid bindingGO:0070588//calcium ion transmembrane transportK21989//calcium permeable stress-gated cation channelNP_593089.2//DUF221 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC2G11.09), mRNA
2539608 NM_001021830.231.57 32.37 8.31 SPBC15C4.02GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0032592//integral component of mitochondrial membraneGO:0016301//kinase activityGO:0055091//phospholipid homeostasis;GO:0055088//lipid homeostasis;GO:0007005//mitochondrion organizationK08869//aarF domain-containing kinaseNP_595922.2//ABC1 kinase family protein [Schizosaccharomyces pombe 972h-]ABC1 kinase family protein (SPBC15C4.02), mRNA
2542654 NM_001019588.239.24 37.47 21.29 SPAC8E11.05cGO:0005634//nucleus;GO:0005829//cytosolNA NA K19898 NP_594164.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC8E11.05c), mRNA
2540291 NM_001021320.244.71 44.87 43.59 SPBC337.12 GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0016604//nuclear body;GO:1990477//NURS complex;GO:0000790//nuclear chromatinGO:0004521//endoribonuclease activity;GO:0003723//RNA binding;GO:0046872//metal ion bindingGO:0016973//poly(A)+ mRNA export from nucleus;GO:0033621//nuclear-transcribed mRNA catabolic process, meiosis-specific transcripts;GO:0006378//mRNA polyadenylationK14404//cleavage and polyadenylation specificity factor subunit 4NP_595413.2//zinc finger CCCH domain-containing protein [Schizosaccharomyces pombe 972h-]zinc finger CCCH domain-containing protein (SPBC337.12), mRNA
2540036 NM_001023860.13.67 2.84 14.46 Tf2-11 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003964//RNA-directed DNA polymerase activity;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0004519//endonuclease activity;GO:0004190//aspartic-type endopeptidase activityGO:0015074//DNA integration;GO:0006310//DNA recombinationK07497 NP_596839.1//retrotransposable element [Schizosaccharomyces pombe 972h-]retrotransposable element (Tf2-11), partial mRNA
2542202 NM_001020019.246.2 43.58 43.5 SPAC17C9.15cGO:0005829//cytosol;GO:0005777//peroxisome;GO:0005778//peroxisomal membraneGO:0033328//peroxisome membrane targeting sequence bindingGO:0007031//peroxisome organization;GO:0006625//protein targeting to peroxisomeK13337//peroxin-19NP_594592.1//Pex19 protein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC17C9.15c), mRNA
2538885 NM_001022708.260.8 58.76 24.94 rpc37 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005666//DNA-directed RNA polymerase III complexGO:0003899//DNA-directed 5'-3' RNA polymerase activityGO:0006351//transcription, DNA-templated;GO:0006383//transcription from RNA polymerase III promoterK14721//DNA-directed RNA polymerase III subunit RPC5NP_587713.1//DNA-directed RNA polymerase III complex subunit Rpc37 (predicted) [Schizosaccharomyces pombe 972h-]putative DNA-directed RNA polymerase III complex subunit Rpc37 (rpc37), mRNA
2543145 NM_001019287.251.91 54.55 52.19 itr1 GO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0005355//glucose transmembrane transporter activity;GO:0005351//sugar:proton symporter activityGO:0035428//hexose transmembrane transport;GO:0046323//glucose import;GO:0098704//carbohydrate import across plasma membraneK08150//MFS transporter, SP family, solute carrier family 2 (myo-inositol transporter), member 13NP_593858.2//myo-inositol transporter Itr1 [Schizosaccharomyces pombe 972h-]myo-inositol transporter Itr1 (itr1), mRNA
2542067 NM_001019968.252.77 51.49 21.7 SPAC23D3.01GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0035064//methylated histone bindingGO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006974//cellular response to DNA damage stimulusNA NP_594539.1//PWWP domain protein, involved in chromatin remodeling (predicted) [Schizosaccharomyces pombe 972h-]putative PWWP domain-containing protein (SPAC23D3.01), partial mRNA
2540304 NM_001021143.237.73 36.6 33.7 rga6 GO:0005737//cytoplasmGO:0005096//GTPase activator activityGO:0043087//regulation of GTPase activity;GO:0007165//signal transductionK19845 NP_595237.1//Rho-type GTPase activating protein Rga6 (predicted) [Schizosaccharomyces pombe 972h-]putative Rho-type GTPase-activating protein Rga6 (rga6), mRNA
2540642 NM_001021866.229.51 30.78 74.39 SPBC24C6.03GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0004827//proline-tRNA ligase activityGO:0006433//prolyl-tRNA aminoacylation;GO:0032543//mitochondrial translationK01881//prolyl-tRNA synthetase [EC:6.1.1.15]NP_595957.1//mitochondrial proline-tRNA ligase (predicted) [Schizosaccharomyces pombe 972h-]putative proline--tRNA (Pro) ligase (SPBC24C6.03), mRNA
2541691 NM_001019049.243.2 44.41 37.1 SPAC25A8.02GO:0000329//fungal-type vacuole membrane;GO:0034271//phosphatidylinositol 3-kinase complex, class III, type I;GO:0005829//cytosol;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membrane;GO:0005737//cytoplasmNA GO:0015031//protein transport;GO:0010508//positive regulation of autophagy;GO:0016236//macroautophagyNA NP_593618.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC25A8.02), mRNA
2543501 NM_001018895.223.74 18.52 16.22 amt2 GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0015200//methylammonium transmembrane transporter activity;GO:0008519//ammonium transmembrane transporter activityGO:0072489//methylammonium transmembrane transport;GO:0072488//ammonium transmembrane transportK03320//ammonium transporter, Amt familyNP_593462.1//ammonium transporter Amt2 [Schizosaccharomyces pombe 972h-]ammonium transporter Amt2 (amt2), mRNA
2540266 NM_001355813.143.51 41.51 22.42 SPBC3B8.06 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_596408.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC3B8.06), mRNA
2540903 NM_001021225.235.51 34.61 24.42 SPBC530.05 GO:0005634//nucleus;GO:0005829//cytosolGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:1901522//positive regulation of transcription from RNA polymerase II promoter involved in cellular response to chemical stimulus;GO:0006351//transcription, DNA-templated;GO:0061414//positive regulation of transcription from RNA polymerase II promoter by a nonfermentable carbon sourceK09241 NP_595318.2//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPBC530.05), mRNA
2542856 NM_001018727.242.93 44.23 17.99 sfc1 GO:0005829//cytosol;GO:0000127//transcription factor TFIIIC complex;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0043035//chromatin insulator sequence binding;GO:0000995//transcription factor activity, core RNA polymerase III bindingGO:0006359//regulation of transcription from RNA polymerase III promoter;GO:0006384//transcription initiation from RNA polymerase III promoter;GO:0001009//transcription from RNA polymerase III type 2 promoter;GO:0000999//RNA polymerase III type 1 promoter transcriptional preinitiation complex assemblyK15202//general transcription factor 3C polypeptide 5 (transcription factor C subunit 1)NP_593297.1//transcription factor TFIIIC complex A box associated subunit Sfc1 [Schizosaccharomyces pombe 972h-]transcription factor TFIIIC subunit Sfc1 (sfc1), mRNA
2540003 NM_001022382.246.71 45.78 18.68 SPBC1105.07cGO:0070847//core mediator complex;GO:0005643//nuclear pore;GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0016592//mediator complex;GO:0005829//cytosol;GO:0070390//transcription export complex 2;GO:0000346//transcription export complexGO:0003723//RNA binding;GO:0001104//RNA polymerase II transcription cofactor activity;GO:0003690//double-stranded DNA bindingGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0006406//mRNA export from nucleus;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0071033//nuclear retention of pre-mRNA at the site of transcription;GO:0000973//posttranscriptional tethering of RNA polymerase II gene DNA at nuclear periphery;GO:0006351//transcription, DNA-templatedK15146//mediator of RNA polymerase II transcription subunit 4NP_596463.1//nuclear pore associated protein Thp1-Sac3 complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative nuclear pore-associated protein Thp1-Sac3 complex subunit (SPBC1105.07c), mRNA
2538825 NM_001022682.281.6 108.75 202.1 SPCC757.12 GO:0005783//endoplasmic reticulumGO:0004556//alpha-amylase activity;GO:0005509//calcium ion bindingGO:0007155//cell adhesion;GO:0016052//carbohydrate catabolic processK01176//alpha-amylase [EC:3.2.1.1];K19898XP_013022972.1//alpha-amylase [Schizosaccharomyces cryophilus OY26]GPI-anchored glycosyl hydrolase family 13 protein (SPCC757.12), mRNA
2540302 NM_001022581.242.78 42.75 0 cwf28 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005681//spliceosomal complexNA GO:0045292//mRNA cis splicing, via spliceosomeNA NP_596659.1//splicing factor Cwf28 [Schizosaccharomyces pombe 972h-]splicing factor Cwf28 (cwf28), mRNA
2543326 NM_001018623.226.09 19.86 18.31 SPAC56F8.12GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneNA NA NA NP_593226.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC56F8.12), partial mRNA
2541848 NM_001018492.240.8 40.2 30.72 taf111 GO:0005669//transcription factor TFIID complexGO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0004402//histone acetyltransferase activity;GO:0008270//zinc ion binding;GO:0017025//TBP-class protein binding;GO:0043565//sequence-specific DNA binding;GO:0001129//RNA polymerase II transcription factor activity, TBP-class protein binding, involved in preinitiation complex assembly;GO:0003676//nucleic acid bindingGO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006367//transcription initiation from RNA polymerase II promoterK03125//transcription initiation factor TFIID subunit 1NP_593094.1//transcription factor TFIID complex subunit Taf111 [Schizosaccharomyces pombe 972h-]transcription factor TFIID complex subunit Taf111 (taf111), mRNA
2538966 NM_001023380.238.92 45.3 18.87 SPCC18.10 GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0008478//pyridoxal kinase activity;GO:0005524//ATP bindingGO:0042823//pyridoxal phosphate biosynthetic process;GO:0009443//pyridoxal 5'-phosphate salvageK14965//protein dpy-30;K00868//pyridoxine kinase [EC:2.7.1.35]NP_588389.1//pyridoxine-pyridoxal-pyridoxamine kinase (predicted) [Schizosaccharomyces pombe 972h-]putative pyridoxine-pyridoxal-pyridoxamine kinase (SPCC18.10), mRNA
2541819 NM_001019541.257.44 58.7 51.33 ubp6 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0000502//proteasome complex;GO:0005838//proteasome regulatory particleGO:0004843//thiol-dependent ubiquitin-specific protease activityGO:0072671//mitochondria-associated ubiquitin-dependent protein catabolic process;GO:0032434//regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitination;GO:1901799//negative regulation of proteasomal protein catabolic processK11843//ubiquitin carboxyl-terminal hydrolase 14 [EC:3.4.19.12]NP_594117.2//ubiquitin C-terminal hydrolase Ubp6 [Schizosaccharomyces pombe 972h-]ubiquitin hydrolase Ubp6 (ubp6), mRNA
2541529 NM_001018527.252.06 51.31 71.21 csn5 GO:0005634//nucleus;GO:0005829//cytosol;GO:0008180//COP9 signalosomeGO:0046872//metal ion binding;GO:0019784//NEDD8-specific protease activity;GO:0008237//metallopeptidase activityGO:0000338//protein deneddylationK09613//COP9 signalosome complex subunit 5 [EC:3.4.-.-]NP_593131.1//COP9/signalosome complex subunit Csn5 [Schizosaccharomyces pombe 972h-]COP9/signalosome complex subunit Csn5 (csn5), mRNA

14218123 NM_001356103.139.61 59.69 77.06 fmc1 GO:0005759//mitochondrial matrixNA GO:0033615//mitochondrial proton-transporting ATP synthase complex assembly;GO:0034553//mitochondrial respiratory chain complex II assemblyK07566 XP_004001780.1//mitochondrial matrix protein, F1F0 ATP synthase assembly factor Fmc1 (predicted) [Schizosaccharomyces pombe 972h-]putative F1F0 ATP synthase assembly factor Fmc1 (fmc1), partial mRNA
2540734 NM_001021883.257.03 53 42.91 ulp1 GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004175//endopeptidase activity;GO:0008234//cysteine-type peptidase activity;GO:0008233//peptidase activity;GO:0070140//SUMO-specific isopeptidase activity;GO:0070139//SUMO-specific endopeptidase activityGO:0030466//chromatin silencing at silent mating-type cassette;GO:0016485//protein processing;GO:0016926//protein desumoylationK08592//sentrin-specific protease 1 [EC:3.4.22.68]NP_595975.1//SUMO deconjugating enzyme Ulp1 [Schizosaccharomyces pombe 972h-]SUMO deconjugating enzyme Ulp1 (ulp1), mRNA
2540161 NM_001022178.235.75 32.23 19.37 SPBC13E7.03cGO:0005684//U2-type spliceosomal complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000932//P-bodyGO:0003723//RNA binding;GO:0003729//mRNA binding;GO:0061630//ubiquitin protein ligase activity;GO:0003677//DNA binding;GO:0046872//metal ion binding;GO:0000166//nucleotide binding;GO:0008270//zinc ion binding;GO:0008080//N-acetyltransferase activity;GO:0030371//translation repressor activityGO:0017148//negative regulation of translation;GO:0034247//snoRNA splicing;GO:0000289//nuclear-transcribed mRNA poly(A) tail shortening;GO:0043488//regulation of mRNA stability;GO:0016074//snoRNA metabolic process;GO:0045292//mRNA cis splicing, via spliceosome;GO:0015031//protein transportK20793//N-alpha-acetyltransferase 50 [EC:2.3.1.258];K13127//RING finger protein 113ANP_596258.1//RNA hairpin binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative RNA hairpin-binding protein (SPBC13E7.03c), mRNA
3361134 NM_001023362.351.41 55.02 50.32 hmt1 GO:0071627//integral component of fungal-type vacuolar membraneGO:0044604//phytochelatin transmembrane transporter ATPase activity;GO:0005524//ATP bindingGO:0098849//cellular detoxification of cadmium ion;GO:0036249//cadmium ion import into vacuole;GO:0036246//phytochelatin 2 import into vacuole;GO:0071996//glutathione transmembrane import into vacuoleK05661//ATP-binding cassette, subfamily B (MDR/TAP), member 6CAA78419.1//HMT1 [Schizosaccharomyces pombe]ATP-binding cassette-type vacuolar membrane transporter Hmt1 (hmt1), mRNA
2541161 NM_001021402.238.74 44.1 76.63 php2 GO:0005634//nucleus;GO:0016602//CCAAT-binding factor complex;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000979//RNA polymerase II core promoter sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006109//regulation of carbohydrate metabolic process;GO:0033217//regulation of transcription from RNA polymerase II promoter in response to iron ion starvation;GO:1990542//mitochondrial transmembrane transportK05770//translocator proteinNP_595491.1//CCAAT-binding factor complex subunit Php2 [Schizosaccharomyces pombe 972h-]CCAAT-binding factor complex subunit Php2 (php2), mRNA
2542544 NM_001019105.241.09 43.8 18.3 lem2 GO:0097038//perinuclear endoplasmic reticulum;GO:0044732//mitotic spindle pole body;GO:0005635//nuclear envelope;GO:0061638//CENP-A containing chromatin;GO:0005639//integral component of nuclear inner membraneGO:0031490//chromatin DNA bindingGO:0070197//meiotic attachment of telomere to nuclear envelope;GO:0071765//nuclear inner membrane organization;GO:0006998//nuclear envelope organizationNA NP_593673.1//LEM domain protein Heh1/Lem2 [Schizosaccharomyces pombe 972h-]LEM domain protein Heh1/Lem2 (lem2), mRNA
2541119 NM_001021419.247.6 47.19 35.3 apm3 GO:0072686//mitotic spindle;GO:0051286//cell tip;GO:0044732//mitotic spindle pole body;GO:0005794//Golgi apparatus;GO:0030131//clathrin adaptor complex;GO:0030123//AP-3 adaptor complex;GO:0032153//cell division site;GO:0030659//cytoplasmic vesicle membraneGO:0030276//clathrin bindingGO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0016192//vesicle-mediated transportK12398//AP-3 complex subunit muNP_595509.1//AP-3 adaptor complex subunit Apm3 (predicted) [Schizosaccharomyces pombe 972h-]putative AP-3 adaptor complex subunit Apm3 (apm3), mRNA
2542540 NM_001020334.246.62 46.76 12.32 din1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0090730//Las1 complexGO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0019003//GDP binding;GO:0000166//nucleotide binding;GO:0034353//RNA pyrophosphohydrolase activity;GO:0004518//nuclease activityGO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0000448//cleavage in ITS2 between 5.8S rRNA and LSU-rRNA of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006397//mRNA processing;GO:0006353//DNA-templated transcription, termination;GO:0030846//termination of RNA polymerase II transcription, poly(A)-coupled;GO:0006355//regulation of transcription, DNA-templated;GO:0006364//rRNA processing;GO:0034428//nuclear-transcribed mRNA catabolic process, exonucleolytic, 5'-3'K14845//RAT1-interacting proteinNP_594904.1//Dhp1p-interacting protein Din1 [Schizosaccharomyces pombe 972h-]Dhp1p-interacting protein Din1 (din1), partial mRNA
2542074 NM_001019577.227.15 25.87 20.81 cnt6 GO:0051286//cell tip;GO:0005829//cytosol;GO:0030428//cell septum;GO:0032153//cell division siteGO:0046872//metal ion binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:1905279//regulation of retrograde transport, endosome to GolgiK12488//Arf-GAP with SH3 domain, ANK repeat and PH domain-containing proteinNP_594153.1//centaurin ADOP ribosylation factor GTPase activating protein family (predicted) [Schizosaccharomyces pombe 972h-]putative centaurin ADOP ribosylation factor GTPase-activating protein (cnt6), mRNA
2542674 NM_001019579.237.65 33.59 27.79 dhp1 GO:0005634//nucleus;GO:0090730//Las1 complexGO:0004534//5'-3' exoribonuclease activity;GO:0019843//rRNA binding;GO:0003676//nucleic acid bindingGO:0006397//mRNA processing;GO:0006355//regulation of transcription, DNA-templated;GO:0034244//negative regulation of transcription elongation from RNA polymerase II promoter;GO:1901408//negative regulation of phosphorylation of RNA polymerase II C-terminal domain;GO:0071028//nuclear mRNA surveillance;GO:0006364//rRNA processing;GO:0034428//nuclear-transcribed mRNA catabolic process, exonucleolytic, 5'-3';GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0000448//cleavage in ITS2 between 5.8S rRNA and LSU-rRNA of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0030846//termination of RNA polymerase II transcription, poly(A)-coupled;GO:0030847//termination of RNA polymerase II transcription, exosome-dependent;GO:0043144//snoRNA processingK12619//5'-3' exoribonuclease 2 [EC:3.1.13.-]NP_594155.1//5'-3' exoribonuclease Dhp1 [Schizosaccharomyces pombe 972h-]5'-3' exoribonuclease Dhp1 (dhp1), mRNA

NR_151370.1 NR_151370.1 12.81 14.72 8.71 NA GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0008453//alanine-glyoxylate transaminase activity;GO:0042802//identical protein binding;GO:0008483//transaminase activity;GO:0030170//pyridoxal phosphate bindingNA K00819//ornithine--oxo-acid transaminase [EC:2.6.1.13];K00818//acetylornithine aminotransferase [EC:2.6.1.11]NP_594533.1//aminotransferase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.977), miscRNA
14218092 NM_001355994.145.2 50.13 46.4 tam1 NA NA NA NA XP_004001764.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein tam1 (tam1), partial mRNA
2539217 NM_001023339.2321.6 270.57 37.23 gut2 GO:0009331//glycerol-3-phosphate dehydrogenase complex;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0004368//glycerol-3-phosphate dehydrogenase activity;GO:0052591//sn-glycerol-3-phosphate:ubiquinone-8 oxidoreductase activityGO:0006072//glycerol-3-phosphate metabolic process;GO:0019563//glycerol catabolic process;GO:0006116//NADH oxidationK00111//glycerol-3-phosphate dehydrogenase [EC:1.1.5.3]NP_588348.1//glycerol-3-phosphate dehydrogenase Gut2 (predicted) [Schizosaccharomyces pombe 972h-]putative glycerol-3-phosphate dehydrogenase Gut2 (gut2), mRNA
2541249 NM_001021182.246.38 48.45 31.66 SPBC947.01 GO:0035840//old growing cell tip;GO:0005634//nucleus;GO:0051286//cell tip;GO:0036391//medial cortex septin ring;GO:0035841//new growing cell tip;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0005524//ATP binding;GO:0008568//microtubule-severing ATPase activityGO:0051013//microtubule severing;GO:0001578//microtubule bundle formationK12196//vacuolar protein-sorting-associated protein 4;K20293//conserved oligomeric Golgi complex subunit 6;K01509//adenosinetriphosphatase [EC:3.6.1.3]NP_595275.1//AAA family ATPase [Schizosaccharomyces pombe 972h-]AAA family ATPase (SPBC947.01), mRNA
2539853 NM_001022623.244.08 47.53 17.64 rex2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0032299//ribonuclease H2 complex;GO:0005739//mitochondrionGO:0008408//3'-5' exonuclease activity;GO:0000175//3'-5'-exoribonuclease activity;GO:0003676//nucleic acid bindingGO:1903469//removal of RNA primer involved in mitotic DNA replication;GO:0000002//mitochondrial genome maintenance;GO:0090502//RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0090305//nucleic acid phosphodiester bond hydrolysis;GO:0034476//U5 snRNA 3'-end processing;GO:0006364//rRNA processing;GO:0034475//U4 snRNA 3'-end processing;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K10744//ribonuclease H2 subunit B;K13288//oligoribonuclease [EC:3.1.-.-]NP_596700.1//ribonuclease H2 complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative RNA exonuclease (rex2), mRNA
2542929 NM_001018319.243.46 40.89 15.17 atp25 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP bindingGO:0042254//ribosome biogenesis;GO:0010501//RNA secondary structure unwinding;GO:0006364//rRNA processingK14808//ATP-dependent RNA helicase DDX54/DBP10 [EC:3.6.4.13]NP_592919.1//ATP-dependent RNA helicase Dbp10 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP synthase complex assembly protein atp25 (atp25), mRNA

14217401 NM_001355860.152.53 47.94 69.78 new25 GO:0016021//integral component of membraneNA NA NA XP_004001738.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein new25 (new25), partial mRNA
2542617 NM_001018388.246.35 47.07 42.69 rga8 GO:0031097//medial cortex;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0035838//growing cell tip;GO:0032153//cell division site;GO:0005737//cytoplasm;GO:0051285//cell cortex of cell tipGO:0005096//GTPase activator activity;GO:0003747//translation release factor activityGO:0070126//mitochondrial translational termination;GO:0035556//intracellular signal transduction;GO:0030950//establishment or maintenance of actin cytoskeleton polarityK02835//peptide chain release factor 1NP_592988.2//Rho-type GTPase activating protein Rga8 [Schizosaccharomyces pombe 972h-]putatiRho-type GTPase-activating protein Rga8 (rga8), mRNA
2543092 NM_001019096.234.37 31.59 25.08 SPAC1327.01cGO:0005634//nucleus;GO:0005737//cytoplasmGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK09241;K10884//ATP-dependent DNA helicase 2 subunit 1;K09247;K01183//chitinase [EC:3.2.1.14]NP_593664.2//transcription factor, zf-fungal binuclear cluster type (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPAC1327.01c), mRNA
2539716 NM_001023845.346.14 46.43 50.23 chr4 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0000935//division septum;GO:0000148//1,3-beta-D-glucan synthase complex;GO:0032153//cell division siteNA GO:0034613//cellular protein localization;GO:0090093//regulation of fungal-type cell wall beta-glucan biosynthetic process;GO:0000917//division septum assemblyK07126 NP_596825.2//1,3-beta-glucan synthase regulatory factor Chf3/Chr4 [Schizosaccharomyces pombe 972h-]1,3-beta-glucan synthase regulatory factor Chf3/Chr4 (chr4), mRNA

NR_150411.1 NR_150411.1 15.46 5.04 18.07 NA GO:0005829//cytosolNA GO:0006886//intracellular protein transport;GO:0016192//vesicle-mediated transportK20361;K10696//E3 ubiquitin-protein ligase BRE1 [EC:2.3.2.27]NP_596040.1//GRIP domain protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1523), miscRNA
2543659 NM_001020438.258.48 61.85 6.19 SPAC922.07cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004028//3-chloroallyl aldehyde dehydrogenase activity;GO:0016491//oxidoreductase activityGO:0006598//polyamine catabolic process;GO:0019483//beta-alanine biosynthetic process;GO:0006081//cellular aldehyde metabolic processK00129//aldehyde dehydrogenase (NAD(P)+) [EC:1.2.1.5]NP_595007.1//aldehyde dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative aldehyde dehydrogenase (SPAC922.07c), mRNA
2541402 NM_001021183.246.14 44.5 17.25 dps1 GO:0032476//decaprenyl diphosphate synthase complex;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0008834//di-trans,poly-cis-decaprenylcistransferase activity;GO:0016740//transferase activityGO:0010142//farnesyl diphosphate biosynthetic process, mevalonate pathway;GO:0006744//ubiquinone biosynthetic processK05355 NP_595276.1//decaprenyl diphosphate synthase subunit Dps1 [Schizosaccharomyces pombe 972h-]decaprenyl diphosphate synthase subunit Dps1 (dps1), mRNA
2543633 NM_001018397.244.92 42.08 19.36 mms1 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0000151//ubiquitin ligase complexGO:0005524//ATP binding;GO:0016874//ligase activity;GO:0003676//nucleic acid bindingGO:0000725//recombinational repair;GO:0070651//nonfunctional rRNA decay;GO:0031297//replication fork processingNA NP_592998.1//E3 ubiquitin ligase complex subunit Mms1 (predicted) [Schizosaccharomyces pombe 972h-]putative E3 ubiquitin ligase complex subunit Mms1 (mms1), mRNA
2539875 NM_001023798.243.09 45.16 23.93 SPBC16A3.12cGO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0004771//sterol esterase activity;GO:0016788//hydrolase activity, acting on ester bondsGO:0016042//lipid catabolic process;GO:0006696//ergosterol biosynthetic process;GO:0006629//lipid metabolic processK01052//lysosomal acid lipase/cholesteryl ester hydrolase [EC:3.1.1.13]NP_596777.1//triglyceride lipase-cholesterol esterase (predicted) [Schizosaccharomyces pombe 972h-]putative triglyceride lipase-cholesterol esterase (SPBC16A3.12c), mRNA
2539842 NM_001021826.244.03 45.11 10.61 SPBC14C8.15GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005763//mitochondrial small ribosomal subunit;GO:0005737//cytoplasmGO:0003735//structural constituent of ribosome;GO:0004771//sterol esterase activity;GO:0016788//hydrolase activity, acting on ester bondsGO:0016042//lipid catabolic process;GO:0032543//mitochondrial translation;GO:0006696//ergosterol biosynthetic process;GO:0006629//lipid metabolic processK01052//lysosomal acid lipase/cholesteryl ester hydrolase [EC:3.1.1.13]NP_595918.1//triglyceride lipase-cholesterol esterase (predicted) [Schizosaccharomyces pombe 972h-]putative triglyceride lipase-cholesterol esterase (SPBC14C8.15), mRNA
2543121 NM_001019443.249.49 56.39 60.92 dpm1 GO:0005795//Golgi stack;GO:0010008//endosome membrane;GO:0005783//endoplasmic reticulum;GO:0000329//fungal-type vacuole membrane;GO:0005829//cytosol;GO:0032153//cell division site;GO:0000139//Golgi membraneGO:0016757//transferase activity, transferring glycosyl groups;GO:0004609//phosphatidylserine decarboxylase activity;GO:0005543//phospholipid bindingGO:0006646//phosphatidylethanolamine biosynthetic process;GO:0016540//protein autoprocessing;GO:0006656//phosphatidylcholine biosynthetic processK01613//phosphatidylserine decarboxylase [EC:4.1.1.65]NP_594016.2//phosphatidylserine decarboxylase Psd3 [Schizosaccharomyces pombe 972h-]dolichol-phosphate mannosyltransferase catalytic subunit Dpm1 (dpm1), mRNA
2539316 NM_001023292.244.04 37.61 30.1 SPCC1450.03GO:0005634//nucleus;GO:0030529//intracellular ribonucleoprotein complex;GO:0005829//cytosol;GO:0019013//viral nucleocapsidNA GO:0007155//cell adhesionK14546//U3 small nucleolar RNA-associated protein 5;K19898XP_013023393.1//ribonucleoprotein complex [Schizosaccharomyces cryophilus OY26]putative ribonucleoprotein complex protein (SPCC1450.03), mRNA
2540057 NM_001021845.246.97 40.06 31.27 prp43 GO:0005684//U2-type spliceosomal complex;GO:0005634//nucleus;GO:0030686//90S preribosome;GO:0005681//spliceosomal complex;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000398//mRNA splicing, via spliceosome;GO:0000466//maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processing;GO:0000390//spliceosomal complex disassemblyK12820//pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15/PRP43 [EC:3.6.4.13]NP_595937.1//ATP-dependent RNA helicase Prp43 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Prp43 (prp43), mRNA
2542200 NM_001020328.259.36 57.46 105.75 pyp2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0033550//MAP kinase tyrosine phosphatase activity;GO:0004725//protein tyrosine phosphatase activityGO:0071470//cellular response to osmotic stress;GO:0051301//cell division;GO:0010972//negative regulation of G2/M transition of mitotic cell cycle;GO:0007049//cell cycle;GO:0032873//negative regulation of stress-activated MAPK cascadeK01104//protein-tyrosine phosphatase [EC:3.1.3.48]NP_594899.1//tyrosine phosphatase Pyp2 [Schizosaccharomyces pombe 972h-]tyrosine phosphatase Pyp2 (pyp2), mRNA

NR_150938.1 NR_150938.1 20.77 37.43 16.85 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004639//phosphoribosylaminoimidazolesuccinocarboxamide synthase activity;GO:0005524//ATP bindingGO:0046084//adenine biosynthetic process;GO:0009152//purine ribonucleotide biosynthetic process;GO:0006106//fumarate metabolic process;GO:0006189//'de novo' IMP biosynthetic processK01923//phosphoribosylaminoimidazole-succinocarboxamide synthase [EC:6.3.2.6]NP_595460.1//phosphoribosylaminoimidazolesuccinocarboxamide synthase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.568), miscRNA
2542585 NM_001018326.240.34 41.05 24.04 sft1 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membraneGO:0005484//SNAP receptor activityGO:0006886//intracellular protein transport;GO:0006891//intra-Golgi vesicle-mediated transportK08505;K08504//blocked early in transport 1NP_592925.1//SNARE Sft1 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE protein Sft1 (sft1), mRNA
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2543599 NM_001019385.247.88 45.5 29.66 nnt1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008168//methyltransferase activity;GO:0008112//nicotinamide N-methyltransferase activityGO:0006769//nicotinamide metabolic processK17878 NP_593958.1//nicotinamide N-methyltransferase Nnt1 (predicted) [Schizosaccharomyces pombe 972h-]putative nicotinamide N-methyltransferase Nnt1 (nnt1), mRNA
2539062 NM_001023444.246.82 45.28 11.15 iah1 GO:0005737//cytoplasmGO:0016788//hydrolase activity, acting on ester bondsGO:0006084//acetyl-CoA metabolic process;GO:0006083//acetate metabolic processNA NP_588453.1//isoamyl acetate hydrolytic enzyme Iah1 (predicted) [Schizosaccharomyces pombe 972h-]putative isoamyl acetate hydrolytic enzyme Iah1 (iah1), mRNA
2543648 NM_001020179.249.52 39.39 27.91 SPAC4F10.09cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0030690//Noc1p-Noc2p complexNA GO:0042254//ribosome biogenesis;GO:0000027//ribosomal large subunit assemblyK14832//ribosome biogenesis protein MAK21NP_594752.1//ribosome biogenesis protein Noc1 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Noc1 (SPAC4F10.09c), mRNA
2542283 NM_001019966.247.19 47.86 53.58 pdt1 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0046872//metal ion binding;GO:0005384//manganese ion transmembrane transporter activity;GO:0005215//transporter activityGO:0071421//manganese ion transmembrane transport;GO:0030026//cellular manganese ion homeostasisK12346 NP_594537.1//Nramp family manganese ion transporter [Schizosaccharomyces pombe 972h-]Nramp family Mn(2+) transporter (pdt1), mRNA
2540613 NM_001021262.257.38 59.12 103.97 SPBC216.03 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellular;GO:0005737//cytoplasmNA NA K01213//galacturan 1,4-alpha-galacturonidase [EC:3.2.1.67]NP_595355.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC216.03), mRNA

NR_150490.1 NR_150490.1 31.23 28.01 73.3 NA GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004755//saccharopine dehydrogenase (NADP+, L-glutamate-forming) activity;GO:0016491//oxidoreductase activity;GO:0004753//saccharopine dehydrogenase activityGO:0009085//lysine biosynthetic process;GO:0006091//generation of precursor metabolites and energy;GO:0019878//lysine biosynthetic process via aminoadipic acidK00293 NP_596411.1//saccharopine dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1597), miscRNA
2541304 NM_001022100.245.6 43.86 43.67 SPBP4H10.07GO:0005789//endoplasmic reticulum membraneGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0000209//protein polyubiquitinationK15692//E3 ubiquitin-protein ligase RNF13 [EC:2.3.2.27]NP_596181.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPBP4H10.07), mRNA
3361337 NM_001022375.329.66 23.52 18.14 rrp12 GO:0005634//nucleusNA GO:0030490//maturation of SSU-rRNAK14794//ribosomal RNA-processing protein 12NP_596456.2//hypothetical protein SPBC1105.01 [Schizosaccharomyces pombe 972h-]putative rRNA-processing Rrp12-like protein (rrp12), mRNA
2542355 NM_001020298.254.2 51.9 39.94 SPAC29A4.13GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0016151//nickel cation bindingGO:0019627//urea metabolic processK03188//urease accessory proteinNP_594869.1//urease accessory protein UreF (predicted) [Schizosaccharomyces pombe 972h-]putative urease accessory protein UreF (SPAC29A4.13), mRNA
2540611 NM_001022016.244.89 44.93 15.54 syf2 GO:0071004//U2-type prespliceosome;GO:0005681//spliceosomal complex;GO:0000974//Prp19 complex;GO:0071014//post-mRNA release spliceosomal complex;GO:0071013//catalytic step 2 spliceosomeNA GO:0045292//mRNA cis splicing, via spliceosomeK12868//pre-mRNA-splicing factor SYF2NP_596100.1//splicing factor, SYF2 family (predicted) [Schizosaccharomyces pombe 972h-]putative SYF2 family splicing factor syf2 (syf2), mRNA
2541781 NM_001018504.235.78 40.31 57.34 snf30 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016514//SWI/SNF complex;GO:0000790//nuclear chromatin;GO:0032153//cell division siteGO:0000991//transcription factor activity, core RNA polymerase II bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templatedNA NP_593107.1//SWI/SNF complex subunit Snf30 [Schizosaccharomyces pombe 972h-]SWI/SNF complex subunit Snf30 (snf30), mRNA
2543054 NM_001019625.237.8 34.8 19.7 cps3 GO:0005829//cytosolGO:0046872//metal ion bindingGO:0051321//meiotic cell cycleK14404//cleavage and polyadenylation specificity factor subunit 4NP_594201.1//zinc finger protein Cps3 [Schizosaccharomyces pombe 972h-]zinc finger protein Cps3 (cps3), mRNA
2541248 NM_001021467.250.06 43.83 13.75 rmt3 GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunit;GO:0005737//cytoplasmGO:0043022//ribosome binding;GO:0035242//protein-arginine omega-N asymmetric methyltransferase activity;GO:0046872//metal ion binding;GO:0008469//histone-arginine N-methyltransferase activity;GO:0008168//methyltransferase activity;GO:0016274//protein-arginine N-methyltransferase activity;GO:0003676//nucleic acid bindingGO:0042254//ribosome biogenesis;GO:0019919//peptidyl-arginine methylation, to asymmetrical-dimethyl arginine;GO:0006355//regulation of transcription, DNA-templatedK11436//type I protein arginine methyltransferase [EC:2.1.1.319]NP_595572.1//type I ribosomal protein arginine N-methyltransferase Rmt3 [Schizosaccharomyces pombe 972h-]ribosomal protein arginine N-methyltransferase Rmt3 (rmt3), mRNA
3361298 NM_001021930.344.37 39.7 24.34 SPBC12C2.01cGO:0005739//mitochondrionNA NA NA NP_001018815.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC12C2.01c), mRNA
2540414 NM_001021869.221.06 30.82 12.93 gpa1 GO:0005834//heterotrimeric G-protein complex;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0090726//cortical dynamic polarity patchGO:0031683//G-protein beta/gamma-subunit complex binding;GO:0046872//metal ion binding;GO:0001664//G-protein coupled receptor binding;GO:0004871//signal transducer activity;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0030435//sporulation resulting in formation of a cellular spore;GO:0034307//regulation of ascospore formation;GO:0043410//positive regulation of MAPK cascade;GO:0031139//positive regulation of conjugation with cellular fusion;GO:0032005//signal transduction involved in conjugation with cellular fusion;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0007188//adenylate cyclase-modulating G-protein coupled receptor signaling pathwayK04640//guanine nucleotide-binding protein subunit alpha, otherNP_595960.1//G-protein alpha subunit [Schizosaccharomyces pombe 972h-]G-protein alpha subunit (gpa1), mRNA
2540398 NM_001022575.251.74 49.95 65.94 dis3 GO:0005654//nucleoplasm;GO:0005730//nucleolus;GO:0000176//nuclear exosome (RNase complex);GO:0000177//cytoplasmic exosome (RNase complex);GO:1990251//Mmi1 nuclear focus;GO:0000178//exosome (RNase complex)GO:0004521//endoribonuclease activity;GO:0008536//Ran GTPase binding;GO:0000049//tRNA binding;GO:0000175//3'-5'-exoribonuclease activity;GO:0004540//ribonuclease activity;GO:0003676//nucleic acid bindingGO:0033621//nuclear-transcribed mRNA catabolic process, meiosis-specific transcripts;GO:0071028//nuclear mRNA surveillance;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0071039//nuclear polyadenylation-dependent CUT catabolic process;GO:0070651//nonfunctional rRNA decay;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic processK12585//exosome complex exonuclease DIS3/RRP44 [EC:3.1.13.-]XP_013019854.1//3'-5' exoribonuclease subunit Dis3 [Schizosaccharomyces octosporus yFS286]putative 3'-5' exoribonuclease subunit Dis3 (dis3), mRNA
2542197 NM_001356123.145.69 45.73 32.7 SPAC1142.01GO:1990112//RQC complex;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:1990116//ribosome-associated ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0072344//rescue of stalled ribosomeK11547//kinetochore protein NDC80NP_594265.2//DUF654 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1142.01), mRNA
2543543 NM_001019418.237.02 33.15 12.98 SPAPB24D3.06cGO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activityNA NA NP_593992.1//DUF1749 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB24D3.06c), mRNA
2543644 NM_001018951.230.13 28.16 13.14 nxt1 GO:0005634//nucleus;GO:0042272//nuclear RNA export factor complex;GO:0016021//integral component of membraneGO:0042393//histone bindingGO:0006810//transport;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0000054//ribosomal subunit export from nucleusK14285//NTF2-related export protein 1/2NP_593517.2//mRNA export receptor Nxt1 [Schizosaccharomyces pombe 972h-]mRNA export receptor Nxt1 (nxt1), partial mRNA
2539734 NM_001022545.247.24 53.89 32.19 SPBC1604.16cGO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0032153//cell division siteGO:0003723//RNA binding;GO:0003676//nucleic acid bindingNA NA NP_596624.1//RNA-binding protein, G-patch type (predicted) [Schizosaccharomyces pombe 972h-]putative G-patch type RNA-binding protein (SPBC1604.16c), partial mRNA
2539585 NM_001022751.240.67 43.65 14.88 SPCC794.10 GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003983//UTP:glucose-1-phosphate uridylyltransferase activity;GO:0070569//uridylyltransferase activityGO:0005978//glycogen biosynthetic process;GO:0005977//glycogen metabolic process;GO:0005992//trehalose biosynthetic process;GO:0006011//UDP-glucose metabolic process;GO:0006078//(1->6)-beta-D-glucan biosynthetic processK00963//UTP--glucose-1-phosphate uridylyltransferase [EC:2.7.7.9]NP_587758.1//UTP-glucose-1-phosphate uridylyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative UTP-glucose-1-phosphate uridylyltransferase (SPCC794.10), mRNA
2542052 NM_001356070.155.84 51.22 28.12 ppa1 NA NA NA K04382//serine/threonine-protein phosphatase 2A catalytic subunit [EC:3.1.3.16]OBZ87164.1//Serine/threonine-protein phosphatase PP2A catalytic subunit [Choanephora cucurbitarum]minor serine/threonine protein phosphatase Ppa1 (ppa1), mRNA
2542033 NM_001019941.241.37 39.47 22.64 SPAC2C4.09 GO:0005643//nuclear pore;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneNA GO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0036444//mitochondrial calcium uptakeK15710//E3 ubiquitin-protein ligase SHPRH [EC:3.6.4.- 2.3.2.27];K00015NP_594512.1//DUF1640 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC2C4.09), mRNA
2543375 NM_001018983.244.16 39.01 16.97 SPAC3H1.08cGO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneNA GO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0036444//mitochondrial calcium uptakeK15710//E3 ubiquitin-protein ligase SHPRH [EC:3.6.4.- 2.3.2.27];K00015NP_593550.1//DUF1640 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC3H1.08c), mRNA
2540904 NM_001021232.245.86 45.54 31.46 pdf1 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005773//vacuoleGO:0047874//dolichyldiphosphatase activity;GO:0098599//palmitoyl hydrolase activity;GO:0008474//palmitoyl-(protein) hydrolase activityGO:0030148//sphingolipid biosynthetic process;GO:0006487//protein N-linked glycosylation;GO:0002084//protein depalmitoylation;GO:0007035//vacuolar acidification;GO:0008610//lipid biosynthetic processK01074//palmitoyl-protein thioesterase [EC:3.1.2.22]NP_595325.2//palmitoyl protein thioesterase-dolichol pyrophosphate phosphatase fusion 1 [Schizosaccharomyces pombe 972h-]palmitoyl protein thioesterase-dolichol pyrophosphate phosphatase fusion 1 (pdf1), mRNA
2540607 NM_001021770.245.79 39.09 11.76 SPBC23G7.07cGO:0005634//nucleus;GO:0030686//90S preribosomeNA GO:0042274//ribosomal small subunit biogenesisK14784//protein CMS1NP_595865.1//U3-containing 90S preribosome complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative U3-containing 90S preribosome complex subunit (SPBC23G7.07c), mRNA
3361316 NM_001022142.352.98 62.68 36.24 SPBC2D10.03cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA NA NA NP_001018829.2//DUF866 domain protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC2D10.03c), mRNA
2542015 NM_001018493.336.67 39.66 16.08 tgs1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0071164//RNA trimethylguanosine synthase activityGO:0009452//7-methylguanosine RNA capping;GO:0006370//7-methylguanosine mRNA capping;GO:0036261//7-methylguanosine cap hypermethylationK14292//trimethylguanosine synthase [EC:2.1.1.-]NP_593095.3//RNA methyltransferase Tgs1 (predicted) [Schizosaccharomyces pombe 972h-]putative RNA methyltransferase Tgs1 (tgs1), mRNA
2539073 NM_001023120.248.98 48.84 23.76 SPCC1322.02GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000014//single-stranded DNA endodeoxyribonuclease activityGO:0000729//DNA double-strand break processing;GO:0000736//double-strand break repair via single-strand annealing, removal of nonhomologous ends;GO:0031292//gene conversion at mating-type locus, DNA double-strand break processingNA NP_588130.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1322.02), mRNA
2539826 NM_001021194.247.11 47.17 21.41 sco1 GO:0016021//integral component of membrane;GO:0005743//mitochondrial inner membraneGO:0005507//copper ion binding;GO:0016531//copper chaperone activityGO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0006878//cellular copper ion homeostasis;GO:0008535//respiratory chain complex IV assembly;GO:0006825//copper ion transportK07152//protein SCO1/2NP_595287.1//copper chaperone Sco1 (predicted) [Schizosaccharomyces pombe 972h-]putative copper chaperone Sco1 (sco1), mRNA
2542502 NM_001018570.251.41 50.43 11.46 hat1 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0000123//histone acetyltransferase complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0042393//histone binding;GO:0003682//chromatin binding;GO:0043997//histone acetyltransferase activity (H4-K12 specific);GO:0004402//histone acetyltransferase activity;GO:0043995//histone acetyltransferase activity (H4-K5 specific);GO:0043996//histone acetyltransferase activity (H4-K8 specific)GO:0043982//histone H4-K8 acetylation;GO:0006281//DNA repair;GO:0043981//histone H4-K5 acetylation;GO:0043983//histone H4-K12 acetylation;GO:0016573//histone acetylation;GO:0006348//chromatin silencing at telomereK11303//histone acetyltransferase 1 [EC:2.3.1.48]NP_593173.2//histone acetyltransferase Hat1 [Schizosaccharomyces pombe 972h-]histone acetyltransferase Hat1 (hat1), mRNA
2540850 NM_001022038.242.32 42.26 10.78 SPBC18A7.02cGO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0046872//metal ion binding;GO:0016787//hydrolase activity;GO:0004872//receptor activity;GO:0016805//dipeptidase activityGO:0007166//cell surface receptor signaling pathwayK18573 NP_596120.1//seven transmembrane receptor-like protein (predicted) [Schizosaccharomyces pombe 972h-]putative seven transmembrane receptor-like protein (SPBC18A7.02c), mRNA
2542170 NM_001019167.235.39 37.4 90.1 mst2 GO:0051286//cell tip;GO:0005634//nucleus;GO:0032153//cell division site;GO:0000790//nuclear chromatin;GO:0051285//cell cortex of cell tip;GO:0000145//exocyst;GO:0005829//cytosol;GO:0000935//division septum;GO:0036410//Mst2 histone acetyltransferase complex;GO:0034507//chromosome, centromeric outer repeat regionGO:0046872//metal ion binding;GO:0036408//histone acetyltransferase activity (H3-K14 specific);GO:0004402//histone acetyltransferase activity;GO:0005546//phosphatidylinositol-4,5-bisphosphate bindingGO:0090522//vesicle tethering involved in exocytosis;GO:0033696//negative regulation of extent of heterochromatin assembly;GO:0031939//negative regulation of chromatin silencing at telomere;GO:0006897//endocytosis;GO:0006974//cellular response to DNA damage stimulus;GO:0051445//regulation of meiotic cell cycle;GO:1902368//heterochromatin maintenance involved in chromatin silencing at centromere outer repeat region;GO:0006887//exocytosisK11378 NP_593735.1//sequence orphan [Schizosaccharomyces pombe 972h-]histone acetyltransferase Mst2 (mst2), mRNA
3361487 NM_001356079.156.54 52.44 16.17 crm1 GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0008536//Ran GTPase binding;GO:0005049//nuclear export signal receptor activityGO:0034599//cellular response to oxidative stressK14290//exportin-1BAA03858.1//crm1-N1 protein [Schizosaccharomyces pombe]importin family nuclear export receptor Crm1 (crm1), mRNA
2541808 NM_001018641.249.4 44.32 31.87 SPAC22A12.14cGO:0005829//cytosol;GO:0005737//cytoplasmNA NA K11294//nucleolin;K19898NP_593244.1//BSD domain-containing protein [Schizosaccharomyces pombe 972h-]BSD domain-containing protein (SPAC22A12.14c), mRNA
2542722 NM_001019238.253.87 52.96 50.24 meu29 GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0016247//channel regulator activityGO:0051321//meiotic cell cycle;GO:1903169//regulation of calcium ion transmembrane transportNA NP_593809.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein meu29 (meu29), mRNA
2543370 NM_001018302.229.71 31.36 22.59 SPAC630.07cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_592902.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC630.07c), mRNA
2539274 NM_001023517.243.71 43.31 29.8 tyr1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0070403//NAD+ binding;GO:0008977//prephenate dehydrogenase (NAD+) activity;GO:0004665//prephenate dehydrogenase (NADP+) activityGO:0006571//tyrosine biosynthetic processK00211 NP_588529.1//prephenate dehydrogenase [NADP+] Tyr1 (predicted) [Schizosaccharomyces pombe 972h-]putative NADP-dependent prephenate dehydrogenase Tyr1 (tyr1), partial mRNA
2540067 NM_001356251.149.41 47.62 31.79 cyp7 GO:0005681//spliceosomal complex;GO:0005737//cytoplasmGO:0003755//peptidyl-prolyl cis-trans isomerase activityGO:0006457//protein folding;GO:0006397//mRNA processing;GO:0008380//RNA splicingK12737//peptidyl-prolyl cis-trans isomerase SDCCAG10 [EC:5.2.1.8]NP_595943.1//cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp7 (predicted) [Schizosaccharomyces pombe 972h-]putative cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp7 (cyp7), mRNA
2540008 NM_001021857.233.31 39.69 15.4 cdm1 GO:0005634//nucleus;GO:0043625//delta DNA polymerase complex;GO:0005829//cytosol;GO:0043596//nuclear replication forkGO:0003887//DNA-directed DNA polymerase activityGO:1904161//DNA synthesis involved in UV-damage excision repair;GO:0006260//DNA replication;GO:0090305//nucleic acid phosphodiester bond hydrolysis;GO:0006271//DNA strand elongation involved in DNA replication;GO:1903459//mitotic DNA replication lagging strand elongationK03505//DNA polymerase delta subunit 4NP_595948.1//DNA polymerase delta subunit Cdm1 [Schizosaccharomyces pombe 972h-]DNA polymerase delta subunit Cdm1 (cdm1), mRNA
2540158 NM_001022383.243.69 41.18 30.62 SPBC1105.08GO:0010008//endosome membrane;GO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneNA GO:0016197//endosomal transport;GO:0016192//vesicle-mediated transportK17086//transmembrane 9 superfamily member 2/4NP_596464.1//EMP70 family [Schizosaccharomyces pombe 972h-]EMP70 family (SPBC1105.08), mRNA

14217446 NM_001021760.130.23 28.84 10.36 SPBC18E5.09cGO:0016021//integral component of membraneNA NA NA NP_595856.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC18E5.09c), partial mRNA
2541021 NM_001022323.239.25 33.75 26.49 nem1 GO:0042175//nuclear outer membrane-endoplasmic reticulum membrane network;GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0071595//Nem1-Spo7 phosphatase complex;GO:0005789//endoplasmic reticulum membraneGO:0004721//phosphoprotein phosphatase activity;GO:0016791//phosphatase activityGO:0071072//negative regulation of phospholipid biosynthetic process;GO:0030437//ascospore formation;GO:0006998//nuclear envelope organizationK17617//CTD nuclear envelope phosphatase 1 [EC:3.1.3.16]NP_596404.1//Nem1-Spo7 phosphatase complex catalytic subunit Nem1 (predicted) [Schizosaccharomyces pombe 972h-]putative Nem1-Spo7 phosphatase complex catalytic subunit Nem1 (nem1), mRNA
2540182 NM_001023775.249.17 48.36 36.59 SPBC16G5.06NA NA NA K11244 OQO14606.1//Uncharacterized protein C16G5.07c [Rachicladosporium sp. CCFEE 5018]uncharacterized protein (SPBC16G5.06), mRNA

NR_150143.1 NR_150143.1 40.48 33.87 25.73 NA GO:0005634//nucleus;GO:0033503//HULC complex;GO:0031618//nuclear pericentric heterochromatinGO:0061630//ubiquitin protein ligase activity;GO:0046872//metal ion binding;GO:0008270//zinc ion binding;GO:0016740//transferase activity;GO:0016874//ligase activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006342//chromatin silencing;GO:0051569//regulation of histone H3-K4 methylation;GO:0071894//histone H2B conserved C-terminal lysine ubiquitination;GO:0006336//DNA replication-independent nucleosome assembly;GO:0031497//chromatin assemblyK10696//E3 ubiquitin-protein ligase BRE1 [EC:2.3.2.27]NP_588497.1//ubiquitin-protein ligase E3 Brl1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1276), miscRNA
2540791 NM_001021759.337.94 39.55 15.06 SPBC18E5.14cGO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_595855.3//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC18E5.14c), partial mRNA
2542820 NM_001019143.234.65 37.29 23.58 mug152 GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0000783//nuclear telomere cap complex;GO:0000790//nuclear chromatinGO:0003691//double-stranded telomeric DNA binding;GO:0042162//telomeric DNA bindingGO:0061586//positive regulation of transcription by transcription factor localization;GO:0006351//transcription, DNA-templated;GO:0031627//telomeric loop formation;GO:0032205//negative regulation of telomere maintenanceNA NP_593712.1//Myb family telomere binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative Myb family telomere binding protein (mug152), mRNA
2538959 NM_001022932.253.37 55.83 63.91 cds1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0032153//cell division siteGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0007165//signal transduction;GO:0033315//meiotic G2/MI DNA replication checkpoint;GO:0033314//mitotic DNA replication checkpoint;GO:0018107//peptidyl-threonine phosphorylation;GO:0031573//intra-S DNA damage checkpoint;GO:0042770//signal transduction in response to DNA damage;GO:0018105//peptidyl-serine phosphorylation;GO:1903466//regulation of mitotic DNA replication initiation;GO:0046826//negative regulation of protein export from nucleus;GO:0042981//regulation of apoptotic processK02831 NP_587941.1//replication checkpoint kinase cds1 [Schizosaccharomyces pombe 972h-]replication checkpoint kinase cds1 (cds1), mRNA
2542787 NM_001018996.244.21 47.55 25.17 SPAC9G1.08cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0005737//cytoplasmGO:0016787//hydrolase activity;GO:0008474//palmitoyl-(protein) hydrolase activity;GO:0052689//carboxylic ester hydrolase activityGO:0002084//protein depalmitoylationK18633//mitotic-spindle organizing protein 1NP_593562.1//sequence orphan [Schizosaccharomyces pombe 972h-]putative phospholipase (SPAC9G1.08c), mRNA
2541581 NM_001019522.242.87 39.48 23.04 thi1 GO:0005634//nucleusGO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:1900382//regulation of thiamine biosynthetic process by regulation of transcription from RNA polymerase II promoter;GO:0031047//gene silencing by RNA;GO:0045893//positive regulation of transcription, DNA-templatedK09248;K09241NP_594098.2//transcription factor Thi1 [Schizosaccharomyces pombe 972h-]transcription factor Thi1 (thi1), mRNA
2539640 NM_001022071.250.75 47.43 17.89 rum1 GO:0005634//nucleusGO:0004861//cyclin-dependent protein serine/threonine kinase inhibitor activityGO:0001933//negative regulation of protein phosphorylation;GO:0071851//mitotic G1 cell cycle arrest in response to nitrogen starvation;GO:0000751//mitotic cell cycle G1 arrest in response to pheromone;GO:2000134//negative regulation of G1/S transition of mitotic cell cycle;GO:0031568//G1 cell size control checkpointNA NP_596152.1//CDK inhibitor Rum1 [Schizosaccharomyces pombe 972h-]CDK inhibitor Rum1 (rum1), mRNA
2538886 NM_001023037.247.01 48.54 30.7 ufe1 GO:0005783//endoplasmic reticulum;GO:0031201//SNARE complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0005484//SNAP receptor activityGO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0015031//protein transport;GO:0016192//vesicle-mediated transportK08492//syntaxin 18NP_588045.1//SNARE Ufe1 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE protein Ufe1 (ufe1), mRNA
2543651 NM_001019309.245.74 48.65 25.12 pkp1 GO:0005739//mitochondrion;GO:0005967//mitochondrial pyruvate dehydrogenase complexGO:0005524//ATP binding;GO:0016301//kinase activity;GO:0004740//pyruvate dehydrogenase (acetyl-transferring) kinase activity;GO:0016887//ATPase activityGO:0006006//glucose metabolic process;GO:0006086//acetyl-CoA biosynthetic process from pyruvateK00898//pyruvate dehydrogenase kinase 2/3/4 [EC:2.7.11.2]NP_593879.1//[pyruvate dehydrogenase (acetyl-transferring)] kinase Pkp1 [Schizosaccharomyces pombe 972h-][pyruvate dehydrogenase (acetyl-transferring)] kinase Pkp1 (pkp1), mRNA
2540761 NM_001022259.245.96 46.74 26.27 med8 GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0016592//mediator complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0001104//RNA polymerase II transcription cofactor activityGO:0032488//Cdc42 protein signal transduction;GO:0000747//conjugation with cellular fusion;GO:0034613//cellular protein localization;GO:0032147//activation of protein kinase activity;GO:0032005//signal transduction involved in conjugation with cellular fusion;GO:0010811//positive regulation of cell-substrate adhesion;GO:0010570//regulation of filamentous growth;GO:0006366//transcription from RNA polymerase II promoterK15130 NP_596339.1//Ras1-Scd pathway protein Ral2 [Schizosaccharomyces pombe 972h-]mediator complex subunit Med8 (med8), mRNA
2541892 NM_001018839.248.38 50.9 26.63 SPAP27G11.02GO:0031942//i-AAA complex;GO:0016021//integral component of membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0051787//misfolded protein bindingGO:0006515//protein quality control for misfolded or incompletely synthesized proteinsNA NP_593406.1//TPR repeat-containing protein [Schizosaccharomyces pombe 972h-]TPR repeat-containing protein (SPAP27G11.02), mRNA
2540909 NM_001022582.254.21 55.86 23.89 SPBC3B9.03 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005785//signal recognition particle receptor complexGO:0005525//GTP binding;GO:0005047//signal recognition particle binding;GO:0003924//GTPase activityGO:0006614//SRP-dependent cotranslational protein targeting to membraneK21989//calcium permeable stress-gated cation channel;K13431//signal recognition particle receptor subunit alphaNP_596660.1//signal recognition particle receptor alpha subunit Srp101 (predicted) [Schizosaccharomyces pombe 972h-]putative signal recognition particle receptor alpha subunit Srp101 (SPBC3B9.03), mRNA
2541208 NM_001022398.259.18 55.57 23.88 lub1 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0043130//ubiquitin bindingGO:0034517//ribophagy;GO:0072671//mitochondria-associated ubiquitin-dependent protein catabolic process;GO:0016574//histone ubiquitination;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0006281//DNA repair;GO:0010992//ubiquitin recycling;GO:0006303//double-strand break repair via nonhomologous end joiningK14018//phospholipase A-2-activating proteinNP_596478.2//WD repeat protein Lub1 [Schizosaccharomyces pombe 972h-]WD repeat protein Lub1 (lub1), mRNA
2540892 NM_001021221.233.77 32.57 45.98 gyp1 GO:0005795//Golgi stack;GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0090630//activation of GTPase activity;GO:0031338//regulation of vesicle fusion;GO:0016192//vesicle-mediated transportK20360//TBC1 domain family member 2NP_595314.1//GTPase activating protein Gyp1 (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein Gyp1 (gyp1), mRNA
2540230 NM_001022067.249.45 44.85 38.87 cwf12 GO:0005634//nucleus;GO:0071012//catalytic step 1 spliceosome;GO:0000974//Prp19 complex;GO:0071013//catalytic step 2 spliceosome;GO:0071020//post-spliceosomal complex;GO:0071008//U2-type post-mRNA release spliceosomal complex;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complexNA GO:0000350//generation of catalytic spliceosome for second transesterification step;GO:0045292//mRNA cis splicing, via spliceosome;GO:0000389//mRNA 3'-splice site recognitionK12870//pre-mRNA-splicing factor ISY1NP_596148.1//complexed with Cdc5 protein Cwf12 [Schizosaccharomyces pombe 972h-]protein Cwf12 (cwf12), mRNA
2540103 NM_001021359.237.5 40.74 19.9 SPBC1709.17GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004326//tetrahydrofolylpolyglutamate synthase activity;GO:0046872//metal ion binding;GO:0005524//ATP bindingGO:0006536//glutamate metabolic process;GO:0006730//one-carbon metabolic process;GO:0009396//folic acid-containing compound biosynthetic processK01930//folylpolyglutamate synthase [EC:6.3.2.17]NP_595450.1//folylpolyglutamate synthase (predicted) [Schizosaccharomyces pombe 972h-]putative folylpolyglutamate synthase (SPBC1709.17), mRNA
2539901 NM_001021486.251.4 48.86 40.8 SPBC17A3.08GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0004536//deoxyribonuclease activity;GO:0016888//endodeoxyribonuclease activity, producing 5'-phosphomonoesters;GO:0008296//3'-5'-exodeoxyribonuclease activity;GO:0004519//endonuclease activity;GO:0016788//hydrolase activity, acting on ester bondsGO:0034599//cellular response to oxidative stress;GO:0006308//DNA catabolic process;GO:0006309//apoptotic DNA fragmentationK03424//TatD DNase family protein [EC:3.1.21.-]NP_595590.1//deoxyribonuclease Tat-D [Schizosaccharomyces pombe 972h-]deoxyribonuclease Tat-D (SPBC17A3.08), mRNA
2543331 NM_001018671.239.68 41.42 30.95 SPAC56E4.07GO:0005774//vacuolar membrane;GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneGO:0102953//hypoglycin A gamma-glutamyl transpeptidase activity;GO:0036374//glutathione hydrolase activityGO:0006751//glutathione catabolic process;GO:1990748//cellular detoxificationK18592//gamma-glutamyltranspeptidase / glutathione hydrolase / leukotriene-C4 hydrolase [EC:2.3.2.2 3.4.19.13 3.4.19.14]NP_593273.1//gamma-glutamyltranspeptidase Ggt2 [Schizosaccharomyces pombe 972h-]putative N-acetyltransferase (SPAC56E4.07), mRNA
2540569 NM_001021003.242.75 46.2 31.9 SPBC660.17cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_595096.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC660.17c), mRNA
2542854 NM_001020092.243.52 42.5 28.29 iec1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0031011//Ino80 complexGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0003676//nucleic acid bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0060303//regulation of nucleosome density;GO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0080040//positive regulation of cellular response to phosphate starvation;GO:0043044//ATP-dependent chromatin remodeling;GO:0006351//transcription, DNA-templatedK09467 NP_594663.1//Ino80 complex subunit Iec1 [Schizosaccharomyces pombe 972h-]Ino80 complex subunit Iec1 (iec1), mRNA
2541826 NM_001018491.235.08 35.29 18.8 atg22 GO:0000329//fungal-type vacuole membrane;GO:0071627//integral component of fungal-type vacuolar membrane;GO:0016021//integral component of membraneGO:0015179//L-amino acid transmembrane transporter activity;GO:0034639//L-amino acid efflux transmembrane transporter activityGO:0032974//amino acid transmembrane export from vacuole;GO:1902475//L-alpha-amino acid transmembrane transport;GO:0006914//autophagyK06902 NP_593093.1//vacuolar amino acid efflux transporter Atg22 [Schizosaccharomyces pombe 972h-]vacuolar amino acid efflux transporter Atg22 (atg22), mRNA
2541340 NM_001022113.249.84 51.6 16.43 nhm1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000932//P-body;GO:0005737//cytoplasmGO:0050072//m7G(5')pppN diphosphatase activity;GO:0000340//RNA 7-methylguanosine cap bindingGO:0000290//deadenylation-dependent decapping of nuclear-transcribed mRNAK12584//m7GpppX diphosphatase [EC:3.6.1.59]NP_596194.1//m7G(5')pppN diphosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative m7G(5')pppN diphosphatase (nhm1), mRNA
2539416 NM_001023246.230.55 26.78 20.14 ubc12 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0019788//NEDD8 transferase activity;GO:0061654//NEDD8 conjugating enzyme activity;GO:0016874//ligase activityGO:0045116//protein neddylationK10579//ubiquitin-conjugating enzyme E2 MNP_588256.1//NEDD8-conjugating enzyme Ubc12 [Schizosaccharomyces pombe 972h-]NEDD8-conjugating enzyme Ubc12 (ubc12), mRNA
2539124 NM_001023024.239.32 34.33 16.95 SPCC1795.12cGO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membraneNA NA NA NP_588032.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1795.12c), mRNA
2542403 NM_001019216.239.01 43.53 69.01 sst4 GO:0005774//vacuolar membrane;GO:0010008//endosome membrane;GO:0005634//nucleus;GO:0005829//cytosol;GO:0033565//ESCRT-0 complex;GO:0005628//prospore membraneGO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0032266//phosphatidylinositol-3-phosphate bindingGO:0031321//ascospore-type prospore assembly;GO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0006897//endocytosis;GO:0045324//late endosome to vacuole transportK12182//hepatocyte growth factor-regulated tyrosine kinase substrateNP_593787.1//ESCRT 0 complex subunit sst4 [Schizosaccharomyces pombe 972h-]ESCRT 0 complex subunit sst4 (sst4), mRNA
2540356 NM_001022281.243.48 42.08 19.47 hrf1 GO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0030173//integral component of Golgi membrane;GO:0016021//integral component of membrane;GO:0005793//endoplasmic reticulum-Golgi intermediate compartment;GO:0005789//endoplasmic reticulum membraneGO:0042301//phosphate ion bindingGO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0050821//protein stabilization;GO:0015979//photosynthesisK20362//protein transport protein YIF1NP_596360.1//COPII-coated vesicle component Hrf1 (predicted) [Schizosaccharomyces pombe 972h-]putative COPII-coated vesicle-associated protein Hrf1 (hrf1), mRNA
2541234 NM_001356219.111.52 10.24 20.19 lip5 GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0016992//lipoate synthase activityGO:0009249//protein lipoylation;GO:0009107//lipoate biosynthetic processK03644//lipoyl synthase [EC:2.8.1.8]NP_595577.1//mitochondrial lipoic acid synthetase Lip5 (predicted) [Schizosaccharomyces pombe 972h-]putative lipoic acid synthetase Lip5 (lip5), mRNA
2538756 NM_001023026.251.58 46.52 29 SPCC1795.10cGO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0030173//integral component of Golgi membrane;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0097020//COPII adaptor activityGO:0006486//protein glycosylation;GO:0045053//protein retention in Golgi apparatus;GO:0031505//fungal-type cell wall organization;GO:0006888//ER to Golgi vesicle-mediated transportK20279//synaptojanin [EC:3.1.3.36]NP_588034.1//Sed5 Vesicle Protein Svp26 (predicted) [Schizosaccharomyces pombe 972h-]putative protein SVP26 (SPCC1795.10c), mRNA
2539504 NM_001022852.241.12 37.1 17.65 med31 GO:0070847//core mediator complex;GO:0005634//nucleus;GO:0016592//mediator complex;GO:0005829//cytosolGO:0003713//transcription coactivator activity;GO:0001104//RNA polymerase II transcription cofactor activityGO:0045144//meiotic sister chromatid segregation;GO:0006311//meiotic gene conversion;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006281//DNA repair;GO:0006366//transcription from RNA polymerase II promoterK15153//mediator of RNA polymerase II transcription subunit 31NP_587859.1//mediator complex subunit Med31 [Schizosaccharomyces pombe 972h-]mediator complex subunit Med31 (med31), mRNA
2539192 NM_001023386.240.75 44.11 38.47 fmn1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005743//mitochondrial inner membraneGO:0005524//ATP binding;GO:0008270//zinc ion binding;GO:0008531//riboflavin kinase activityGO:0009231//riboflavin biosynthetic process;GO:0009398//FMN biosynthetic processK00861//riboflavin kinase [EC:2.7.1.26]NP_588395.1//riboflavin kinase Fmn1 [Schizosaccharomyces pombe 972h-]riboflavin kinase Fmn1 (fmn1), mRNA
2538769 NM_001023438.242.63 44.94 22.1 sgf73 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0030958//RITS complex;GO:0000790//nuclear chromatinNA GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0031048//chromatin silencing by small RNA;GO:1904802//RITS complex assembly;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylationK11365 NP_588447.1//SAGA complex subunit Sgf73 [Schizosaccharomyces pombe 972h-]SAGA complex subunit Sgf73 (sgf73), mRNA
2539432 NM_001023504.241.6 38.55 67.61 thp1 GO:0005634//nucleusGO:0097508//xanthine DNA N-glycosylase activity;GO:0097507//hypoxanthine DNA N-glycosylase activity;GO:0019104//DNA N-glycosylase activity;GO:0004844//uracil DNA N-glycosylase activity;GO:0008263//pyrimidine-specific mismatch base pair DNA N-glycosylase activity;GO:0097509//oxanine DNA N-glycosylase activityGO:0006285//base-excision repair, AP site formation;GO:0006281//DNA repairK20813//thymine-DNA glycosylase [EC:3.2.2.29]NP_588515.1//uracil DNA N-glycosylase Thp1 [Schizosaccharomyces pombe 972h-]uracil DNA N-glycosylase Thp1 (thp1), mRNA
2540480 NM_001022132.268.48 65.16 46.46 SPBC2A9.04cGO:0005634//nucleusGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion bindingGO:1901044//protein polyubiquitination involved in nucleus-associated proteasomal ubiquitin-dependent protein catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0000209//protein polyubiquitinationK10601//E3 ubiquitin-protein ligase synoviolin [EC:2.3.2.27];K19851NP_596213.1//RING finger protein [Schizosaccharomyces pombe 972h-]RING finger protein (SPBC2A9.04c), mRNA
3361173 NM_001020948.223.95 35.19 14.97 SPBPB21E7.09GO:0009986//cell surface;GO:0005618//cell wall;GO:0005794//Golgi apparatus;GO:0005576//extracellular region;GO:0005737//cytoplasmGO:0004067//asparaginase activityGO:0006531//aspartate metabolic process;GO:0006528//asparagine metabolic process;GO:0006530//asparagine catabolic processK01424//L-asparaginase [EC:3.5.1.1]NP_001018773.1//L-asparaginase (predicted) [Schizosaccharomyces pombe 972h-]putative L-asparaginase (SPBPB21E7.09), mRNA
2540847 NM_001021103.248.07 40.82 4.13 cdt1 GO:0005634//nucleus;GO:0005656//nuclear pre-replicative complex;GO:0005739//mitochondrion;GO:0000790//nuclear chromatinNA GO:1903466//regulation of mitotic DNA replication initiation;GO:0051301//cell division;GO:0001934//positive regulation of protein phosphorylation;GO:1902985//mitotic pre-replicative complex assemblyK10727//chromatin licensing and DNA replication factor 1NP_595196.1//replication licensing factor Cdt1 [Schizosaccharomyces pombe 972h-]replication licensing factor Cdt1 (cdt1), mRNA
2542070 NM_001020411.242.93 45.17 23.82 set2 GO:0005634//nucleus;GO:0005694//chromosome;GO:0000790//nuclear chromatin;GO:0016591//DNA-directed RNA polymerase II, holoenzymeGO:0046975//histone methyltransferase activity (H3-K36 specific)GO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0010452//histone H3-K36 methylation;GO:0006355//regulation of transcription, DNA-templatedK11423//histone-lysine N-methyltransferase SETD2 [EC:2.1.1.43]NP_594980.1//histone lysine methyltransferase Set2 [Schizosaccharomyces pombe 972h-]histone lysine methyltransferase Set2 (set2), mRNA
2541924 NM_001018584.242.67 42.62 36.2 atg15 GO:0005783//endoplasmic reticulum;GO:0032585//multivesicular body membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005775//vacuolar lumen;GO:0000139//Golgi membraneGO:0004620//phospholipase activity;GO:0004622//lysophospholipase activity;GO:0004806//triglyceride lipase activityGO:0046461//neutral lipid catabolic process;GO:0034727//piecemeal microautophagy of the nucleus;GO:0044242//cellular lipid catabolic process;GO:0006660//phosphatidylserine catabolic process;GO:0006914//autophagy;GO:0006624//vacuolar protein processing;GO:0016236//macroautophagy;GO:0034496//multivesicular body membrane disassemblyK17900//lipase ATG15 [EC:3.1.1.3]NP_593188.1//autophagy associated lipase Atg15 [Schizosaccharomyces pombe 972h-]autophagy-associated lipase Atg15 (atg15), mRNA
3361554 NM_001356198.131.33 40.62 89.08 aif1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005741//mitochondrial outer membraneGO:0046872//metal ion binding;GO:0051537//2 iron, 2 sulfur cluster binding;GO:0050660//flavin adenine dinucleotide binding;GO:0016668//oxidoreductase activity, acting on a sulfur group of donors, NAD(P) as acceptor;GO:0016491//oxidoreductase activityGO:0006915//apoptotic processK17877 XP_001713117.2//flavoprotein [Schizosaccharomyces pombe 972h-]flavoprotein (aif1), mRNA
2541745 NM_001355991.130.06 26 29.35 SPAC22H12.03GO:0005739//mitochondrionGO:0016787//hydrolase activity;GO:0008474//palmitoyl-(protein) hydrolase activityGO:0006631//fatty acid metabolic processNA NP_593115.1//mitochondrial hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative hydrolase (SPAC22H12.03), mRNA
2542358 NM_001020143.227.03 22.27 20.14 clp1 GO:0072686//mitotic spindle;GO:0000922//spindle pole;GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0044732//mitotic spindle pole body;GO:1990023//mitotic spindle midzone;GO:0030428//cell septum;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0030869//RENT complex;GO:0005730//nucleolus;GO:0000778//condensed nuclear chromosome kinetochore;GO:0000776//kinetochore;GO:0005826//actomyosin contractile ringGO:0008138//protein tyrosine/serine/threonine phosphatase activity;GO:0004721//phosphoprotein phosphatase activity;GO:0004725//protein tyrosine phosphatase activity;GO:0004722//protein serine/threonine phosphatase activityGO:0051229//meiotic spindle disassembly;GO:1902406//mitotic actomyosin contractile ring maintenance;GO:0031031//positive regulation of septation initiation signaling;GO:0035853//chromosome passenger complex localization to spindle midzone;GO:1903490//positive regulation of mitotic cytokinesis;GO:0010972//negative regulation of G2/M transition of mitotic cell cycle;GO:0051256//mitotic spindle midzone assembly;GO:1990975//establishment of protein localization to mitotic spindle pole body;GO:0034501//protein localization to kinetochore;GO:1990598//repair of mitotic mono-orientation defects;GO:1902425//positive regulation of attachment of mitotic spindle microtubules to kinetochore;GO:0051321//meiotic cell cycle;GO:0098783//correction of merotelic kinetochore attachment, mitotic;GO:0006974//cellular response to DNA damage stimulus;GO:0031536//positive regulation of exit from mitosis;GO:0071850//mitotic cell cycle arrest;GO:0044878//mitotic cytokinesis checkpoint;GO:1902846//positive regulation of mitotic spindle elongation;GO:0071470//cellular response to osmotic stress;GO:1904789//regulation of mitotic actomyosin contractile ring maintenance;GO:0000917//division septum assembly;GO:0072479//response to mitotic cell cycle spindle assembly checkpoint signalingK06639//cell division cycle 14 [EC:3.1.3.16 3.1.3.48]NP_594716.1//Cdc14-related protein phosphatase Clp1/Flp1 [Schizosaccharomyces pombe 972h-]Cdc14 family protein phosphatase Clp1 (clp1), partial mRNA
2540346 NM_001021609.241.83 38.9 19.48 SPBC2F12.03cGO:0005829//cytosol;GO:0005697//telomerase holoenzyme complex;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0042162//telomeric DNA binding;GO:0043021//ribonucleoprotein complex binding;GO:0004540//ribonuclease activity;GO:0070034//telomerase RNA bindingGO:0006406//mRNA export from nucleus;GO:0007004//telomere maintenance via telomerase;GO:0000184//nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0043487//regulation of RNA stabilityNA NP_595712.1//EST1 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative EST1 family protein (SPBC2F12.03c), mRNA
2540604 NM_001022468.245.54 39.25 19.6 trm1 GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005739//mitochondrionGO:0004809//tRNA (guanine-N2-)-methyltransferase activity;GO:0000049//tRNA bindingGO:0002940//tRNA N2-guanine methylationK00555//tRNA (guanine26-N2/guanine27-N2)-dimethyltransferase [EC:2.1.1.215 2.1.1.216]NP_596547.1//N2,N2-dimethylguanosine tRNA methyltransferase [Schizosaccharomyces pombe 972h-]N2,N2-dimethylguanosine tRNA methyltransferase (trm1), mRNA
2542614 NM_001018944.135.89 38.21 48.98 SPAC1399.04cGO:0005634//nucleus;GO:0005829//cytosolGO:0016757//transferase activity, transferring glycosyl groups;GO:0004849//uridine kinase activity;GO:0004845//uracil phosphoribosyltransferase activity;GO:0005525//GTP bindingGO:0009116//nucleoside metabolic process;GO:0008655//pyrimidine-containing compound salvage;GO:0043097//pyrimidine nucleoside salvage;GO:0006206//pyrimidine nucleobase metabolic process;GO:0044206//UMP salvageK00761//uracil phosphoribosyltransferase [EC:2.4.2.9]NP_593510.1//uracil phosphoribosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative uracil phosphoribosyltransferase (SPAC1399.04c), partial mRNA
2541557 NM_001019922.257.19 78.85 45.01 fip1 GO:0033573//high-affinity iron permease complex;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005886//plasma membraneGO:0005381//iron ion transmembrane transporter activityGO:1901684//arsenate ion transmembrane transport;GO:0033215//iron assimilation by reduction and transportK07243 NP_594493.1//iron permease Fip1 [Schizosaccharomyces pombe 972h-]Fe permease Fip1 (fip1), mRNA
2539044 NM_001023146.241.52 36.53 14.64 rrg1 GO:0005634//nucleus;GO:0005829//cytosolGO:0016279//protein-lysine N-methyltransferase activity;GO:0008168//methyltransferase activityGO:2000765//regulation of cytoplasmic translationK05351;K21806//protein N-lysine methyltransferase METTL21D [EC:2.1.1.-];K17878NP_588157.1//methyltransferase Rrg1 (predicted) [Schizosaccharomyces pombe 972h-]putative methyltransferase Rrg1 (rrg1), mRNA
2540505 NM_001022596.231.72 26.52 8.57 nup120 GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0031080//nuclear pore outer ringGO:0005487//nucleocytoplasmic transporter activityGO:0016973//poly(A)+ mRNA export from nucleusK14303//nuclear pore complex protein Nup160NP_596674.1//nucleoporin Nup120 [Schizosaccharomyces pombe 972h-]nucleoporin Nup120 (nup120), mRNA

NR_151281.1 NR_151281.1 38.72 37.99 12.82 NA GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0031966//mitochondrial membrane;GO:0005739//mitochondrionNA GO:0033617//mitochondrial respiratory chain complex IV assemblyK18182//cytochrome c oxidase assembly protein subunit 16NP_594096.1//mitochondrial inner membrane protein involved in cytochrome c oxidase assembly Cox16 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.895), miscRNA
2542174 NM_001018907.236.77 34.48 23.89 ptr8 GO:0097550//transcriptional preinitiation complex;GO:0005675//holo TFIIH complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000112//nucleotide-excision repair factor 3 complex;GO:0000439//core TFIIH complexGO:0015616//DNA translocase activity;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004003//ATP-dependent DNA helicase activityGO:0010525//regulation of transposition, RNA-mediated;GO:0070816//phosphorylation of RNA polymerase II C-terminal domain;GO:0006283//transcription-coupled nucleotide-excision repair;GO:0001111//promoter clearance from RNA polymerase II promoter;GO:0006289//nucleotide-excision repair;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0000019//regulation of mitotic recombination;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0033683//nucleotide-excision repair, DNA incision;GO:0001113//transcriptional open complex formation at RNA polymerase II promoterK10843//DNA excision repair protein ERCC-3 [EC:3.6.4.12]NP_593474.1//transcription factor TFIIH complex ERCC-3 subunit [Schizosaccharomyces pombe 972h-]transcription factor TFIIH complex ERCC-3 subunit (ptr8), mRNA
2543627 NM_001020129.248.98 46.61 52.54 tfa1 GO:0005634//nucleus;GO:0005673//transcription factor TFIIE complexGO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0043565//sequence-specific DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006367//transcription initiation from RNA polymerase II promoterK03136//transcription initiation factor TFIIE subunit alphaNP_594701.3//transcription factor TFIIE alpha subunit, TFIIEA, Tfa1 [Schizosaccharomyces pombe 972h-]transcription factor TFIIE subunit Tfa1 (tfa1), mRNA
2542025 NM_001019063.241.47 42.38 20.57 SPAC23C11.01GO:0005783//endoplasmic reticulum;GO:0097038//perinuclear endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0032541//cortical endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0048309//endoplasmic reticulum inheritance;GO:0000921//septin ring assemblyK02973//small subunit ribosomal protein S23eNP_593632.1//ER membrane protein, ICE2 family [Schizosaccharomyces pombe 972h-]family protein ICE2 (SPAC23C11.01), mRNA
2538792 NM_001023550.133.8 25.03 8.77 SPCP1E11.10GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005737//cytoplasmNA NA K06867//uncharacterized proteinNP_588563.1//ankyrin repeat-containing protein [Schizosaccharomyces pombe 972h-]ankyrin repeat-containing protein (SPCP1E11.10), partial mRNA
2539251 NM_001022996.243.53 37.22 32.84 SPCC24B10.02cGO:0005634//nucleus;GO:0005829//cytosolGO:0003951//NAD+ kinase activityGO:0006741//NADP biosynthetic process;GO:0019674//NAD metabolic processK00858//NAD+ kinase [EC:2.7.1.23]NP_588005.1//NAD/NADH kinase (predicted) [Schizosaccharomyces pombe 972h-]putative NAD/NADH kinase (SPCC24B10.02c), mRNA
2538952 NM_001022731.234.8 33.97 18.04 sec6 GO:0000922//spindle pole;GO:0005634//nucleus;GO:0051286//cell tip;GO:0030428//cell septum;GO:0032153//cell division site;GO:0051285//cell cortex of cell tip;GO:0097575//lateral cell cortex;GO:0000145//exocyst;GO:1902716//cell cortex of growing cell tip;GO:0090726//cortical dynamic polarity patchGO:0000149//SNARE bindingGO:0006886//intracellular protein transport;GO:0000920//cell separation after cytokinesis;GO:0051601//exocyst localization;GO:0090522//vesicle tethering involved in exocytosis;GO:0006887//exocytosisK06110//exocyst complex component 3NP_587736.2//exocyst complex subunit Sec6 [Schizosaccharomyces pombe 972h-]exocyst complex subunit Sec6 (sec6), mRNA
2542260 NM_001019752.230.75 23.68 7.09 SPAC1F12.05GO:0005634//nucleus;GO:0005829//cytosol;GO:0030136//clathrin-coated vesicleNA GO:2000397//positive regulation of ubiquitin-dependent endocytosis;GO:1905533//negative regulation of leucine import across plasma membrane;GO:0070086//ubiquitin-dependent endocytosisK20059;K21813//endonuclease V [EC:3.1.26.-]NP_594331.1//endocytosis regulator (predicted) [Schizosaccharomyces pombe 972h-]putative endocytosis regulator (SPAC1F12.05), mRNA
2543300 NM_001019199.238.25 38.07 18.35 SPAC6B12.14cGO:0005634//nucleus;GO:0005829//cytosol;GO:0000164//protein phosphatase type 1 complexGO:0004864//protein phosphatase inhibitor activity;GO:0004865//protein serine/threonine phosphatase inhibitor activity;GO:0008157//protein phosphatase 1 bindingGO:0032515//negative regulation of phosphoprotein phosphatase activityK17553//protein phosphatase 1 regulatory subunit 11NP_593769.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC6B12.14c), mRNA
2541948 NM_001018549.239.48 41.58 16.75 SPAC222.13cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0003873//6-phosphofructo-2-kinase activityGO:0006003//fructose 2,6-bisphosphate metabolic process;GO:0006000//fructose metabolic processK00900 NP_593152.1//6-phosphofructo-2-kinase (predicted) [Schizosaccharomyces pombe 972h-]putative 6-phosphofructo-2-kinase (SPAC222.13c), mRNA
2543261 NM_001018940.251.57 48.66 83.24 urg3 GO:0005634//nucleus;GO:0005829//cytosolGO:0003824//catalytic activityNA NA NP_593506.1//DUF1688 family protein [Schizosaccharomyces pombe 972h-]protein urg3 (urg3), mRNA
2541869 NM_001018427.245.38 46.65 34.64 tsc1 GO:0033596//TSC1-TSC2 complex;GO:0005634//nucleus;GO:0000347//THO complex;GO:0000445//THO complex part of transcription export complex;GO:0005737//cytoplasmGO:0003729//mRNA binding;GO:0003677//DNA bindingGO:0032007//negative regulation of TOR signaling;GO:0006406//mRNA export from nucleus;GO:1905534//positive regulation of leucine import across plasma membrane;GO:0006355//regulation of transcription, DNA-templated;GO:1905589//positive regulation of L-arginine import across plasma membrane;GO:0031124//mRNA 3'-end processing;GO:0032956//regulation of actin cytoskeleton organization;GO:2000134//negative regulation of G1/S transition of mitotic cell cycle;GO:0006368//transcription elongation from RNA polymerase II promoter;GO:1905626//positive regulation of L-methionine import across plasma membrane;GO:0043087//regulation of GTPase activity;GO:0046627//negative regulation of insulin receptor signaling pathwayK15084//solute carrier family 25 (mitochondrial carrier protein), member 16;K12879//THO complex subunit 2NP_593028.1//hamartin [Schizosaccharomyces pombe 972h-]hamartin (tsc1), mRNA

NR_151390.1 NR_151390.1 19.29 23.98 28.74 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.995), miscRNA
3361543 NM_001356015.150.09 50.42 190.73 cwf16 GO:0005684//U2-type spliceosomal complex;GO:0005634//nucleus;GO:0005681//spliceosomal complexNA GO:0045292//mRNA cis splicing, via spliceosomeK13115//coiled-coil domain-containing protein 130XP_001713052.1//splicing factor (predicted) [Schizosaccharomyces pombe 972h-]putative splicing factor (cwf16), mRNA
2539028 NM_001023160.249.69 49.82 241.28 SPCC1281.07cGO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0045174//glutathione dehydrogenase (ascorbate) activityGO:1990748//cellular detoxification;GO:0071555//cell wall organizationK07393//glutathionyl-hydroquinone reductase [EC:1.8.5.7]NP_588171.1//glutathione S-transferase (predicted) [Schizosaccharomyces pombe 972h-]putative glutathione S-transferase (SPCC1281.07c), partial mRNA

NR_151052.1 NR_151052.1 35.16 41.57 78.89 NA GO:0005737//cytoplasmGO:0019200//carbohydrate kinase activity;GO:0016301//kinase activity;GO:0016773//phosphotransferase activity, alcohol group as acceptorGO:0046835//carbohydrate phosphorylationK00852//ribokinase [EC:2.7.1.15]NP_593074.2//carbohydrate kinase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.685), miscRNA
2541968 NM_001019933.244.53 43.12 21.1 SPAC21E11.07GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0016740//transferase activityGO:0016226//iron-sulfur cluster assemblyK22073//transferase CAF17, mitochondrial [EC:2.1.-.-];K12613//mRNA-decapping enzyme subunit 2 [EC:3.6.1.62]NP_594504.1//iron-sulfur cluster biogenesis IBA57-like protein [Schizosaccharomyces pombe 972h-]iron-sulfur cluster biogenesis IBA57-like protein (SPAC21E11.07), mRNA
2538876 NM_001023080.234.34 35.96 36.26 SPCC4B3.02cGO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0000137//Golgi cis cisterna;GO:0000139//Golgi membraneNA GO:0006886//intracellular protein transport;GO:0006895//Golgi to endosome transport;GO:0042147//retrograde transport, endosome to Golgi;GO:0006888//ER to Golgi vesicle-mediated transportNA NP_588088.1//Golgi transport protein Got1 (predicted) [Schizosaccharomyces pombe 972h-]putative transport protein Got1 (SPCC4B3.02c), mRNA
2539177 NM_001022930.251.48 51.21 17.55 SPCC18B5.09cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_587939.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC18B5.09c), partial mRNA
2541776 NM_001019224.245.66 42.62 17.46 swd1 GO:0000781//chromosome, telomeric region;GO:0000922//spindle pole;GO:0048188//Set1C/COMPASS complex;GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0042800//histone methyltransferase activity (H3-K4 specific)GO:0051568//histone H3-K4 methylation;GO:0006348//chromatin silencing at telomere;GO:0070869//heterochromatin assembly involved in chromatin silencing;GO:0000723//telomere maintenanceK14961//COMPASS component SWD1NP_593795.1//Set1C complex subunit Swd1 [Schizosaccharomyces pombe 972h-]Set1C complex subunit Swd1 (swd1), mRNA
2541589 NM_001019742.342.48 44.25 17.14 azr1 GO:0005739//mitochondrionGO:0003824//catalytic activity;GO:0004722//protein serine/threonine phosphatase activityGO:1904775//positive regulation of ubiquinone biosynthetic processK17508//protein phosphatase PTC7 [EC:3.1.3.16]NP_594320.2//serine/threonine protein phosphatase Azr1 [Schizosaccharomyces pombe 972h-]serine/threonine protein phosphatase Azr1 (azr1), mRNA
2542336 NM_001019646.237.02 34.11 14.65 tfb1 GO:0005675//holo TFIIH complex;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0000112//nucleotide-excision repair factor 3 complex;GO:0000439//core TFIIH complexGO:0000991//transcription factor activity, core RNA polymerase II bindingGO:0006281//DNA repair;GO:0006360//transcription from RNA polymerase I promoter;GO:0070816//phosphorylation of RNA polymerase II C-terminal domain;GO:0006351//transcription, DNA-templated;GO:0000717//nucleotide-excision repair, DNA duplex unwinding;GO:0006289//nucleotide-excision repair;GO:0006366//transcription from RNA polymerase II promoter;GO:0006367//transcription initiation from RNA polymerase II promoterK03141//transcription initiation factor TFIIH subunit 1NP_594223.2//transcription factor TFIIH complex subunit Tfb1 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor TFIIH complex subunit Tfb1 (tfb1), mRNA
2541532 NM_001019947.247.48 47.14 123.25 ubx2 GO:0005634//nucleus;GO:0000836//Hrd1p ubiquitin ligase complex;GO:0005737//cytoplasmGO:0043130//ubiquitin bindingGO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK00006//glycerol-3-phosphate dehydrogenase (NAD+) [EC:1.1.1.8]NP_594518.1//UBX domain protein Ubx2 [Schizosaccharomyces pombe 972h-]UBX domain protein Ubx2 (ubx2), mRNA
2543611 NM_001019612.240.85 39.71 34.11 aar2 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005682//U5 snRNP;GO:0022627//cytosolic small ribosomal subunitGO:0070181//small ribosomal subunit rRNA binding;GO:0048027//mRNA 5'-UTR binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0000028//ribosomal small subunit assembly;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000244//spliceosomal tri-snRNP complex assembly;GO:0006412//translation;GO:0002181//cytoplasmic translationK13205//A1 cistron-splicing factor AAR2;K02955//small subunit ribosomal protein S14eNP_594188.1//U5 snRNP-associated protein Aar2 (predicted) [Schizosaccharomyces pombe 972h-]putative U5 snRNP-associated protein Aar2 (aar2), mRNA
2542775 NM_001356127.142.75 43.78 15.41 SPAC15E1.05cGO:0005634//nucleus;GO:0005829//cytosolGO:0004306//ethanolamine-phosphate cytidylyltransferase activity;GO:0016779//nucleotidyltransferase activityGO:0006646//phosphatidylethanolamine biosynthetic process;GO:0009058//biosynthetic processK00967//ethanolamine-phosphate cytidylyltransferase [EC:2.7.7.14]NP_594306.1//ethanolamine-phosphate cytidylyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative ethanolamine-phosphate cytidylyltransferase (SPAC15E1.05c), mRNA
2540497 NM_001021553.149.44 52.92 19.71 uds1 GO:0051286//cell tip;GO:0005829//cytosol;GO:0000935//division septum;GO:0032153//cell division siteNA GO:0000917//division septum assemblyK01183//chitinase [EC:3.2.1.14];K19898NP_595659.1//septation protein Uds1 [Schizosaccharomyces pombe 972h-]septation protein Uds1 (uds1), partial mRNA
2540898 NM_001022034.2143.66 105.47 1132.28 SPBC4F6.17cGO:0005759//mitochondrial matrixGO:0051787//misfolded protein binding;GO:0005524//ATP binding;GO:0051082//unfolded protein binding;GO:0016887//ATPase activityGO:0000002//mitochondrial genome maintenance;GO:0034605//cellular response to heat;GO:0050821//protein stabilization;GO:0042026//protein refolding;GO:0043335//protein unfoldingK03695//ATP-dependent Clp protease ATP-binding subunit ClpBNP_596117.1//mitochondrial heatshock protein Hsp78 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Hsp78 (SPBC4F6.17c), mRNA
2539930 NM_001356228.142.42 40.45 17.75 reb1 GO:0005634//nucleusGO:0003677//DNA binding;GO:0043565//sequence-specific DNA binding;GO:0110035//rDNA spacer replication fork barrier binding, bending;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0043110//rDNA spacer replication fork barrier binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruiting;GO:1990943//mating type region replication fork barrier bindingGO:0006363//termination of RNA polymerase I transcription;GO:0071946//cis-acting DNA replication termination;GO:0030154//cell differentiation;GO:0043111//replication fork arrest;GO:0071171//site-specific DNA replication termination at RTS1 barrier;GO:0031582//replication fork arrest at rDNA repeats;GO:0036278//positive regulation of transcription from RNA polymerase II promoter in response to nitrogen starvationK09424 NP_595080.1//RNA polymerase I transcription termination factor Reb1 [Schizosaccharomyces pombe 972h-]RNA polymerase I transcription termination factor Reb1 (reb1), mRNA
2541614 NM_001020291.242.25 37.2 23.51 elp3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0033588//Elongator holoenzyme complex;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004402//histone acetyltransferase activity;GO:0051536//iron-sulfur cluster bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006355//regulation of transcription, DNA-templated;GO:0002926//tRNA wobble base 5-methoxycarbonylmethyl-2-thiouridinylation;GO:0006351//transcription, DNA-templated;GO:0015031//protein transport;GO:0140018//regulation of cytoplasmic translational fidelityK07739//elongator complex protein 3 [EC:2.3.1.48]NP_594862.1//elongator complex, histone acetyltransferase subunit Elp3 (predicted) [Schizosaccharomyces pombe 972h-]putative elongator complex histone acetyltransferase subunit Elp3 (elp3), mRNA
2542846 NM_001018290.253.22 52.32 40.58 mrpl6 GO:0005634//nucleus;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0032543//mitochondrial translation;GO:0006412//translationK02933 NP_592890.1//mitochondrial ribosomal protein subunit L16 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L16 (mrpl6), mRNA

NR_150201.1 NR_150201.1 44.83 42.15 65.22 NA GO:0005739//mitochondrionNA GO:0051321//meiotic cell cycleNA NP_595087.2//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1328), miscRNA
9407033 NM_001355996.127.35 28.25 13.75 SPAC222.18 GO:0005634//nucleusGO:0003723//RNA bindingGO:0045292//mRNA cis splicing, via spliceosomeNA XP_002742502.1//Srp1 family splicing factor (predicted) [Schizosaccharomyces pombe 972h-]putative Srp1 family splicing factor (SPAC222.18), mRNA
2541485 NM_001018481.245.74 48.16 26.05 vps45 GO:0005774//vacuolar membrane;GO:0005768//endosome;GO:0005634//nucleus;GO:0005829//cytosolGO:0000149//SNARE bindingGO:0006904//vesicle docking involved in exocytosis;GO:0048210//Golgi vesicle fusion to target membrane;GO:0015031//protein transportK12479//vacuolar protein sorting-associated protein 45NP_593083.1//vacuolar sorting protein Vps45 [Schizosaccharomyces pombe 972h-]vacuolar sorting protein Vps45 (vps45), mRNA
2542797 NM_001018817.26.08 4.86 7.58 Tf2-2 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003964//RNA-directed DNA polymerase activity;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0004519//endonuclease activity;GO:0004190//aspartic-type endopeptidase activityGO:0015074//DNA integration;GO:0006310//DNA recombinationK07497 NP_593347.1//retrotransposable element [Schizosaccharomyces pombe 972h-]retrotransposable element (Tf2-2), mRNA
2541861 NM_001018793.241.7 44.91 12.69 mes1 GO:0005634//nucleus;GO:0005829//cytosolGO:1990948//ubiquitin ligase inhibitor activityGO:1905187//negative regulation of metaphase/anaphase transition of meiosis I;GO:1902103//negative regulation of metaphase/anaphase transition of meiotic cell cycle;GO:1904191//positive regulation of cyclin-dependent protein serine/threonine kinase activity involved in meiotic nuclear division;GO:1990946//meiosis I/meiosis II transitionNA NP_593361.1//meiosis II protein Mes1 [Schizosaccharomyces pombe 972h-]protein Mes1 (mes1), mRNA
2541990 NM_001019053.247.39 41.64 29.36 dsc3 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membrane;GO:0044695//Dsc E3 ubiquitin ligase complexNA GO:0035103//sterol regulatory element binding protein cleavage;GO:0060049//regulation of protein glycosylation;GO:0016485//protein processing;GO:0016567//protein ubiquitination;GO:1900039//positive regulation of cellular response to hypoxiaK22063//iron-sulfur cluster assembly 1NP_593622.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]protein dsc3 (dsc3), mRNA
2540919 NM_001023815.245.35 42.9 20.27 pek1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000935//division septum;GO:0005737//cytoplasmGO:0004713//protein tyrosine kinase activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004708//MAP kinase kinase activityGO:0050850//positive regulation of calcium-mediated signaling;GO:0000165//MAPK cascade;GO:0007346//regulation of mitotic cell cycle;GO:0031098//stress-activated protein kinase signaling cascade;GO:0042981//regulation of apoptotic process;GO:1903340//positive regulation of cell wall organization or biogenesisK08294 NP_596795.1//MAP kinase kinase Pek1 [Schizosaccharomyces pombe 972h-]MAP kinase kinase Pek1 (pek1), mRNA
2541494 NM_001018369.246.95 46.65 24 SPAC227.15 GO:0000329//fungal-type vacuole membrane;GO:0005829//cytosol;GO:0000164//protein phosphatase type 1 complex;GO:0005737//cytoplasmGO:0019888//protein phosphatase regulator activityGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0007039//protein catabolic process in the vacuole;GO:0006109//regulation of carbohydrate metabolic process;GO:0042149//cellular response to glucose starvationK11294//nucleolin;K01183//chitinase [EC:3.2.1.14]NP_592969.1//protein phosphatase regulatory subunit Reg1 (predicted) [Schizosaccharomyces pombe 972h-]putative protein phosphatase regulatory subunit Reg1 (SPAC227.15), mRNA
3361535 NM_001019825.221.36 20.44 38.76 ppk18 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004702//signal transducer, downstream of receptor, with serine/threonine kinase activityGO:0000160//phosphorelay signal transduction system;GO:0018105//peptidyl-serine phosphorylation;GO:0035556//intracellular signal transduction;GO:1905287//positive regulation of G2/M transition of mitotic cell cycle involved in cellular response to nitrogen starvationK12767 NP_001018270.2//serine/threonine protein kinase Ppk18 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk18 (ppk18), mRNA
2539976 NM_001020969.252.48 72.99 69.29 mal1 GO:0005634//nucleus;GO:0005829//cytosolGO:0044654//starch alpha-glucosidase activity;GO:0032450//maltose alpha-glucosidase activity;GO:0004575//sucrose alpha-glucosidase activity;GO:0003824//catalytic activity;GO:0004558//alpha-1,4-glucosidase activity;GO:0044653//dextrin alpha-glucosidase activityGO:0005975//carbohydrate metabolic process;GO:0044247//cellular polysaccharide catabolic processK01226;K01182;K01187//alpha-glucosidase [EC:3.2.1.20]NP_595063.1//maltase alpha-glucosidase Mal1 [Schizosaccharomyces pombe 972h-]maltase alpha-glucosidase Mal1 (mal1), mRNA
2541644 NM_001018948.236.65 34.33 10.09 SPAP11E10.01GO:0005737//cytoplasmGO:0016639//oxidoreductase activity, acting on the CH-NH2 group of donors, NAD or NADP as acceptor;GO:0008473//ornithine cyclodeaminase activityGO:0006561//proline biosynthetic processNA NP_593514.1//ornithine cyclodeaminase family (predicted) [Schizosaccharomyces pombe 972h-]putative ornithine cyclodeaminase family protein (SPAP11E10.01), mRNA

NR_151101.1 NR_151101.1 46.9 34.95 27.28 NA GO:0005634//nucleus;GO:0005730//nucleolus;GO:0019185//snRNA-activating protein complexGO:0003677//DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006363//termination of RNA polymerase I transcription;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationNA BAA06535.1//hypothetical protein [Schizosaccharomyces pombe]antisense RNA (predicted) (SPNCRNA.73), miscRNA
2543527 NM_001018645.342.71 41.09 14.33 SPAC4C5.01 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0016787//hydrolase activity;GO:1990738//pseudouridine 5'-phosphatase activity;GO:0016791//phosphatase activityGO:0008152//metabolic process;GO:0016075//rRNA catabolic process;GO:0043097//pyrimidine nucleoside salvageK17623//pseudouridine 5'-phosphatase [EC:3.1.3.96]NP_593248.2//haloacid dehalogenase-like hydrolase [Schizosaccharomyces pombe 972h-]haloacid dehalogenase-like hydrolase (SPAC4C5.01), mRNA
2543201 NM_001019374.237.16 38.14 15.43 spo12 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0043130//ubiquitin binding;GO:0031593//polyubiquitin modification-dependent protein bindingGO:0051301//cell division;GO:0016579//protein deubiquitination;GO:0007049//cell cycleNA NP_593945.1//UBA domain protein Ucp6 [Schizosaccharomyces pombe 972h-]Spo12 family protein (spo12), mRNA
2541936 NM_001018546.236.9 35.51 36.17 byr4 GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:1990334//Bfa1-Bub2 complex;GO:0005886//plasma membraneGO:0005096//GTPase activator activityGO:0046578//regulation of Ras protein signal transduction;GO:0031030//negative regulation of septation initiation signaling;GO:0001100//negative regulation of exit from mitosis;GO:0031578//mitotic spindle orientation checkpointK02181 NP_593149.1//two-component GAP Byr4 [Schizosaccharomyces pombe 972h-]two-component GAP Byr4 (byr4), mRNA
2541926 NM_001018550.249.81 48.6 20.18 SPAC222.14cGO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0016787//hydrolase activity;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0016320//endoplasmic reticulum membrane fusion;GO:0016192//vesicle-mediated transport;GO:0007029//endoplasmic reticulum organizationNA NP_593153.1//GTP binding protein Sey1 (predicted) [Schizosaccharomyces pombe 972h-]putative GTP-binding protein Sey1 (SPAC222.14c), mRNA
2542151 NM_001019666.272.18 105.23 81.16 csx1 GO:0010494//cytoplasmic stress granule;GO:0005829//cytosol;GO:0000932//P-body;GO:0005737//cytoplasmGO:0003729//mRNA bindingGO:0070935//3'-UTR-mediated mRNA stabilization;GO:2000815//regulation of mRNA stability involved in response to oxidative stressK13201//nucleolysin TIA-1/TIARNP_594243.1//RNA-binding protein Csx1 [Schizosaccharomyces pombe 972h-]RNA-binding protein Csx1 (csx1), partial mRNA
2541266 NM_001021679.235.83 29.95 26.77 SPBP16F5.05cGO:0005634//nucleus;GO:0005829//cytosol;GO:0030688//preribosome, small subunit precursorNA GO:0042254//ribosome biogenesis;GO:0000056//ribosomal small subunit export from nucleus;GO:0042274//ribosomal small subunit biogenesisK06867//uncharacterized proteinNP_595779.1//ribosome biogenesis protein Nop8 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Nop8 (SPBP16F5.05c), mRNA
2541916 NM_001018587.241.11 39.7 28.42 spt5 GO:0032044//DSIF complex;GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0003729//mRNA binding;GO:0003677//DNA binding;GO:0003746//translation elongation factor activityGO:0006396//RNA processing;GO:0006397//mRNA processing;GO:0060195//negative regulation of antisense RNA transcription;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK15172//transcription elongation factor SPT5NP_593191.1//transcription elongation factor Spt5 [Schizosaccharomyces pombe 972h-]transcription elongation factor Spt5 (spt5), mRNA
2543094 NM_001018875.251.35 52.18 25.92 SPAC824.03cGO:0005739//mitochondrionGO:0004519//endonuclease activityNA NA NP_593442.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC824.03c), mRNA
2541743 NM_001019174.248.44 126.6 978.72 zym1 GO:0005634//nucleus;GO:0005829//cytosolGO:0008270//zinc ion bindingGO:1990748//cellular detoxification;GO:0006882//cellular zinc ion homeostasisNA NP_593743.1//metallothionein Zym1 [Schizosaccharomyces pombe 972h-]metallothionein Zym1 (zym1), mRNA

14217504 NM_001355980.135.08 37.38 18.89 ksh1 GO:0012505//endomembrane system;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneNA GO:0009306//protein secretion;GO:0046907//intracellular transport;GO:0016192//vesicle-mediated transportNA XP_004001700.1//DUF1242 family protein, secretory pathway component Ksh1 (predicted) [Schizosaccharomyces pombe 972h-]protein ksh1 (ksh1), partial mRNA
2538851 NM_001023377.236.35 32.04 18.87 rpc53 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005666//DNA-directed RNA polymerase III complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA bindingGO:0006383//transcription from RNA polymerase III promoterK03026//DNA-directed RNA polymerase III subunit RPC4NP_588386.1//DNA-directed RNA polymerase III complex subunit Rpc53 (predicted) [Schizosaccharomyces pombe 972h-]putative DNA-directed RNA polymerase III complex subunit Rpc53 (rpc53), mRNA
2542277 NM_001018903.336.8 35.18 7.96 dbr1 GO:0005634//nucleusGO:0008419//RNA lariat debranching enzyme activityGO:0006401//RNA catabolic process;GO:0007124//pseudohyphal growth;GO:0031070//intronic snoRNA processing;GO:0032197//transposition, RNA-mediated;GO:0016074//snoRNA metabolic process;GO:0045292//mRNA cis splicing, via spliceosomeK18328//lariat debranching enzyme [EC:3.1.-.-]NP_593470.2//RNA lariat debranching enzyme Dbr1 [Schizosaccharomyces pombe 972h-]RNA lariat debranching enzyme Dbr1 (dbr1), mRNA

NR_150062.1 NR_150062.1 34.79 54.03 118.03 NA GO:0005829//cytosol;GO:0009337//sulfite reductase complex (NADPH);GO:0005737//cytoplasmGO:0003958//NADPH-hemoprotein reductase activity;GO:0004783//sulfite reductase (NADPH) activity;GO:0016491//oxidoreductase activityGO:0000103//sulfate assimilation;GO:0070814//hydrogen sulfide biosynthetic process;GO:0019344//cysteine biosynthetic process;GO:0009086//methionine biosynthetic processK00380//sulfite reductase (NADPH) flavoprotein alpha-component [EC:1.8.1.2]NP_588222.1//sulfite reductase NADPH flavoprotein subunit (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1202), miscRNA
3361541 NM_001356019.142.55 47.12 31.12 SPAC167.05 GO:0005829//cytosolNA GO:0006950//response to stressK19849;K11294//nucleolinXP_001713054.1//Usp (universal stress protein) family protein, implicated in meiotic chromosome segregation [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC167.05), mRNA
2540026 NM_001022424.2251.12 222.44 2778.1 SPBC16D10.08cGO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0051787//misfolded protein binding;GO:0005524//ATP binding;GO:0031072//heat shock protein binding;GO:0051087//chaperone binding;GO:0042623//ATPase activity, coupled;GO:0016887//ATPase activityGO:0070370//cellular heat acclimation;GO:0019538//protein metabolic process;GO:0051085//chaperone cofactor-dependent protein refolding;GO:0071218//cellular response to misfolded protein;GO:0042026//protein refolding;GO:0043335//protein unfoldingK03695//ATP-dependent Clp protease ATP-binding subunit ClpBNP_596503.1//heat shock protein Hsp104 (predicted) [Schizosaccharomyces pombe 972h-]putative heat shock protein Hsp104 (SPBC16D10.08c), mRNA
2540371 NM_001356002.136.37 37.24 13.01 SPBC36.11 GO:0051286//cell tip;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0032153//cell division site;GO:0000139//Golgi membraneNA NA K11244 NP_595339.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC36.11), mRNA
2542586 NM_001018945.251.85 44.06 45.9 fur4 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0044853//plasma membrane raft;GO:0000139//Golgi membrane;GO:0009986//cell surface;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015205//nucleobase transmembrane transporter activity;GO:0015505//uracil:cation symporter activity;GO:0015210//uracil transmembrane transporter activityGO:1903791//uracil transmembrane transport;GO:0015851//nucleobase transport;GO:0098721//uracil import across plasma membraneK03457 NP_593511.1//uracil permease [Schizosaccharomyces pombe 972h-]uracil permease (fur4), mRNA
2541241 NM_001022411.238.23 34.15 5.24 SPBC887.17 GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0005215//transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK06901 NP_596491.1//transmembrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transmembrane transporter (SPBC887.17), mRNA
2539939 NM_001021617.347.12 54.33 73.13 fis1 GO:0010008//endosome membrane;GO:0030479//actin cortical patch;GO:0016021//integral component of membrane;GO:0005741//mitochondrial outer membrane;GO:0005737//cytoplasm;GO:0005886//plasma membraneGO:0003779//actin binding;GO:0005509//calcium ion bindingGO:0007015//actin filament organization;GO:0006897//endocytosis;GO:0007005//mitochondrion organization;GO:0000266//mitochondrial fissionK20048;K17969//mitochondrial fission 1 proteinNP_595719.1//mitochondrial fission protein Fis1 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Fis1 (fis1), mRNA

NR_149883.1 NR_149883.1 39.07 32.32 23.36 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0004733//pyridoxamine-phosphate oxidase activity;GO:0048037//cofactor bindingGO:0042818//pyridoxamine metabolic processNA NP_594810.1//pyridoxamine 5'-phosphate oxidase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1040), miscRNA
2539198 NM_001023379.235.37 34.05 9.5 SPCC18.09c GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0030983//mismatched DNA binding;GO:0000049//tRNA binding;GO:0033699//DNA 5'-adenosine monophosphate hydrolase activity;GO:1990165//single-strand break-containing DNA binding;GO:0003676//nucleic acid binding;GO:0003697//single-stranded DNA binding;GO:0046872//metal ion binding;GO:0008270//zinc ion binding;GO:0004824//lysine-tRNA ligase activityGO:0016031//tRNA import into mitochondrion;GO:0070154//mitochondrial lysyl-tRNA aminoacylation;GO:0006430//lysyl-tRNA aminoacylation;GO:0006281//DNA repair;GO:0032543//mitochondrial translationK04567//lysyl-tRNA synthetase, class II [EC:6.1.1.6];K10863//aprataxin [EC:3.1.11.7 3.1.11.8 3.1.12.2]NP_588387.1//mitochondrial lysine-tRNA ligase (predicted) [Schizosaccharomyces pombe 972h-]aprataxin-like protein (SPCC18.09c), mRNA

NR_151103.1 NR_151103.1 34.87 31.58 11.95 NA GO:0005759//mitochondrial matrix;GO:0005763//mitochondrial small ribosomal subunit;GO:0031304//intrinsic component of mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0008168//methyltransferase activity;GO:0005507//copper ion bindingGO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0032543//mitochondrial translation;GO:0006412//translationK02258//cytochrome c oxidase assembly protein subunit 11NP_593279.2//rsm22-cox11 tandem protein cox1101 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.731), miscRNA
2540034 NM_001023831.239.11 30.16 14.83 SPBC16C6.12cGO:0000922//spindle pole;GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0030687//preribosome, large subunit precursor;GO:0000775//chromosome, centromeric region;GO:0005720//nuclear heterochromatin;GO:0090730//Las1 complexNA GO:0000470//maturation of LSU-rRNA;GO:0000448//cleavage in ITS2 between 5.8S rRNA and LSU-rRNA of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000460//maturation of 5.8S rRNA;GO:0006351//transcription, DNA-templated;GO:0006364//rRNA processing;GO:0000478//endonucleolytic cleavage involved in rRNA processing;GO:0030702//chromatin silencing at centromereK16912//ribosomal biogenesis protein LAS1NP_596810.1//Las1-like protein [Schizosaccharomyces pombe 972h-]Las1-like protein (SPBC16C6.12c), mRNA
2541289 NM_001021291.243.2 39.47 22.4 usp103 GO:0005685//U1 snRNP;GO:0071010//prespliceosome;GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000243//commitment complexGO:0003723//RNA binding;GO:0003729//mRNA binding;GO:0008270//zinc ion binding;GO:0030627//pre-mRNA 5'-splice site bindingGO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosome;GO:0000387//spliceosomal snRNP assemblyK11095//U1 small nuclear ribonucleoprotein CNP_595384.1//U1 snRNP-associated protein Usp103 (predicted) [Schizosaccharomyces pombe 972h-]putative U1 snRNP-associated protein Usp103 (usp103), mRNA
2542740 NM_001018994.232.1 28.41 9.93 cyk3 GO:0005634//nucleus;GO:0051286//cell tip;GO:0030428//cell septum;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0030479//actin cortical patch;GO:0030864//cortical actin cytoskeleton;GO:0042643//actomyosin, actin portion;GO:0005829//cytosol;GO:0005826//actomyosin contractile ringGO:0051015//actin filament bindingGO:0030836//positive regulation of actin filament depolymerization;GO:0000281//mitotic cytokinesis;GO:0030042//actin filament depolymerizationK14963//COMPASS component SWD3;K14855//ribosome assembly protein 4NP_593561.1//cytokinesis protein Cyk3 (predicted) [Schizosaccharomyces pombe 972h-]putative cytokinesis protein Cyk3 (cyk3), mRNA
2543031 NM_001018718.245.32 42.89 30.82 rst2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001212//RNA polymerase II transcriptional activator activity, zinc ion regulated proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003676//nucleic acid bindingGO:0035948//positive regulation of gluconeogenesis by positive regulation of transcription from RNA polymerase II promoter;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0031141//induction of conjugation upon carbon starvation;GO:0061406//positive regulation of transcription from RNA polymerase II promoter in response to glucose starvationK09466 NP_593288.1//transcription factor Rst2 [Schizosaccharomyces pombe 972h-]transcription factor Rst2 (rst2), mRNA
2539854 NM_001021515.244.98 43.62 37.78 alg2 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0080130//L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0033164//glycolipid 6-alpha-mannosyltransferase activity;GO:0004400//histidinol-phosphate transaminase activity;GO:0004378//GDP-Man:Man1GlcNAc2-PP-Dol alpha-1,3-mannosyltransferase activity;GO:0000033//alpha-1,3-mannosyltransferase activity;GO:0030170//pyridoxal phosphate binding;GO:0102704//GDP-Man:Man2GlcNAc2-PP-dolichol alpha-1,6-mannosyltransferase activityGO:0006490//oligosaccharide-lipid intermediate biosynthetic process;GO:0043413//macromolecule glycosylation;GO:0000105//histidine biosynthetic process;GO:0010045//response to nickel cation;GO:0033577//protein glycosylation in endoplasmic reticulumK00817//histidinol-phosphate aminotransferase [EC:2.6.1.9];K03843//alpha-1,3/alpha-1,6-mannosyltransferase [EC:2.4.1.132 2.4.1.257]NP_595621.3//mannosyltransferase complex subunit Alg2 (predicted) [Schizosaccharomyces pombe 972h-]putative mannosyltransferase complex subunit Alg2 (alg2), mRNA
2541682 NM_001019182.246.71 45.68 25.66 seh1 GO:0097042//extrinsic component of fungal-type vacuolar membrane;GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0035859//Seh1-associated complex;GO:0031080//nuclear pore outer ringNA GO:1904263//positive regulation of TORC1 signaling;GO:0006407//rRNA export from nucleus;GO:0051028//mRNA transportK14299//nucleoporin SEH1NP_593751.1//nucleoporin Seh1 [Schizosaccharomyces pombe 972h-]nucleoporin Seh1 (seh1), mRNA
2543359 NM_001019268.2 39 36.12 20.1 vps11 GO:0005768//endosome;GO:0000329//fungal-type vacuole membrane;GO:1902500//vacuolar HOPS complex;GO:0030897//HOPS complex;GO:0005829//cytosol;GO:0033263//CORVET complexGO:0061630//ubiquitin protein ligase activity;GO:0030674//protein binding, bridging;GO:0008270//zinc ion bindingGO:0006895//Golgi to endosome transport;GO:0006904//vesicle docking involved in exocytosis;GO:0042144//vacuole fusion, non-autophagic;GO:0045324//late endosome to vacuole transport;GO:0016192//vesicle-mediated transport;GO:0006886//intracellular protein transport;GO:0007032//endosome organization;GO:0035542//regulation of SNARE complex assembly;GO:0007040//lysosome organizationK20179//vacuolar protein sorting-associated protein 11NP_593839.1//HOPs complex subunit Pep5/Vps11 (predicted) [Schizosaccharomyces pombe 972h-]putative HOPs complex subunit Pep5/Vps11 (vps11), mRNA
2541560 NM_001018250.239.11 44.02 29.84 SPAC24B11.12cGO:0070867//mating projection tip membrane;GO:0005783//endoplasmic reticulum;GO:0005622//intracellular;GO:0005802//trans-Golgi network;GO:0000139//Golgi membrane;GO:1990531//Lem3p-Dnf1p complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0000287//magnesium ion binding;GO:0015662//ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism;GO:0005524//ATP binding;GO:0004012//phospholipid-translocating ATPase activityGO:0006886//intracellular protein transport;GO:0045332//phospholipid translocation;GO:0048194//Golgi vesicle budding;GO:0007163//establishment or maintenance of cell polarity;GO:0006897//endocytosis;GO:0000749//response to pheromone involved in conjugation with cellular fusionK01530//phospholipid-translocating ATPase [EC:3.6.3.1]NP_592849.1//P-type ATPase (predicted) [Schizosaccharomyces pombe 972h-]putative P-type ATPase (SPAC24B11.12c), mRNA
2542753 NM_001018523.237.64 35.44 19.82 SPAC1687.09GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0051286//cell tip;GO:0005730//nucleolus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0000407//phagophore assembly site;GO:0032153//cell division siteGO:0005509//calcium ion binding;GO:0005546//phosphatidylinositol-4,5-bisphosphate bindingGO:0006914//autophagy;GO:0006629//lipid metabolic processK19849;K05012//chloride channel 3/4/5;K12472//epidermal growth factor receptor substrate 15NP_593127.1//ENTH/VHS domain protein (predicted) [Schizosaccharomyces pombe 972h-]putative ENTH/VHS domain protein (SPAC1687.09), mRNA
3361146 NM_001023473.330.39 32.46 12.8 ppk34 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellularGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004683//calmodulin-dependent protein kinase activityGO:0018107//peptidyl-threonine phosphorylation;GO:0007165//signal transduction;GO:0018105//peptidyl-serine phosphorylation;GO:0097720//calcineurin-mediated signaling;GO:1904262//negative regulation of TORC1 signalingK07359//calcium/calmodulin-dependent protein kinase kinase 2 [EC:2.7.11.17]NP_588482.2//serine/threonine protein kinase Ppk34 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Ppk34 (ppk34), mRNA
2540862 NM_001022220.248.47 48.41 20.03 syp1 GO:0005856//cytoskeleton;GO:0005737//cytoplasmNA GO:0072583//clathrin-dependent endocytosis;GO:0007049//cell cycleK20042//F-BAR domain only proteinNP_596299.1//cytoskeletal protein Syp1 (predicted) [Schizosaccharomyces pombe 972h-]putative cytoskeletal protein Syp1 (syp1), mRNA
2541723 NM_001018510.269.94 67.71 647.33 mug35 GO:0005829//cytosolNA GO:0051321//meiotic cell cycleNA NP_593113.2//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug35 (mug35), mRNA
2540916 NM_001021145.235.58 38.16 5.62 fap1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005576//extracellular regionGO:0050031//L-pipecolate oxidase activity;GO:0051699//proline oxidase activity;GO:0050660//flavin adenine dinucleotide bindingGO:0019477//L-lysine catabolic processK00306//sarcosine oxidase / L-pipecolate oxidase [EC:1.5.3.1 1.5.3.7]NP_595239.1//L-pipecolate oxidase [Schizosaccharomyces pombe 972h-]L-pipecolate oxidase (fap1), mRNA
2540226 NM_001021509.237.46 35.16 97.85 omh5 GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0000026//alpha-1,2-mannosyltransferase activity;GO:0000030//mannosyltransferase activityGO:0000032//cell wall mannoprotein biosynthetic process;GO:0006486//protein glycosylation;GO:0006487//protein N-linked glycosylation;GO:0035268//protein mannosylationK03854 NP_595614.2//alpha-1,2-mannosyltransferase Omh5 (predicted) [Schizosaccharomyces pombe 972h-]putative alpha-1,2-mannosyltransferase Omh5 (omh5), partial mRNA
2543286 NM_001018627.234.41 41.81 12.78 esc1 GO:0005618//cell wall;GO:0005576//extracellular region;GO:0005886//plasma membrane;GO:0005935//cellular bud neck;GO:0031225//anchored component of membraneGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0042802//identical protein bindingGO:0007124//pseudohyphal growth;GO:0036281//coflocculation;GO:0000128//flocculation;GO:0030447//filamentous growth;GO:0098609//cell-cell adhesion;GO:0001403//invasive growth in response to glucose limitation;GO:0044011//single-species biofilm formation on inanimate substrate;GO:0005975//carbohydrate metabolic process;GO:0043709//cell adhesion involved in single-species biofilm formation;GO:0090606//single-species surface biofilm formationK19851 NP_012284.3//Flo11p [Saccharomyces cerevisiae S288C]putative transcription factor Esc1 (esc1), mRNA
2540231 NM_001022052.239.22 39.18 16.69 ppk26 GO:0005634//nucleus;GO:0005829//cytosol;GO:0031251//PAN complex;GO:0000932//P-body;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0006397//mRNA processing;GO:0090503//RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0010606//positive regulation of cytoplasmic mRNA processing body assembly;GO:0000289//nuclear-transcribed mRNA poly(A) tail shortening;GO:0000290//deadenylation-dependent decapping of nuclear-transcribed mRNAK12572//PAB-dependent poly(A)-specific ribonuclease subunit 3NP_596134.1//serine/threonine protein kinase, PAN complex subunit, Ppk26 [Schizosaccharomyces pombe 972h-]PAN complex subunit Ppk26 (ppk26), mRNA
2542896 NM_001356082.148.03 47.2 18.49 gsa1 GO:0051286//cell tip;GO:0036087//glutathione synthase complex;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0000287//magnesium ion binding;GO:0005524//ATP binding;GO:0043295//glutathione binding;GO:0004363//glutathione synthase activity;GO:0003824//catalytic activity;GO:0042803//protein homodimerization activityGO:0098849//cellular detoxification of cadmium ion;GO:0006520//cellular amino acid metabolic process;GO:0051321//meiotic cell cycle;GO:0034635//glutathione transport;GO:0090423//phytochelatin-metal complex formation;GO:0071276//cellular response to cadmium ion;GO:0006750//glutathione biosynthetic process;GO:0046938//phytochelatin biosynthetic processK15463;K21456//glutathione synthase [EC:6.3.2.3]NP_593936.1//glutathione synthetase large subunit Gsa1 [Schizosaccharomyces pombe 972h-]glutathione synthetase large subunit Gsa1 (gsa1), mRNA
2541820 NM_001018193.29.79 10.39 7.34 SPAC1F8.04cGO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0016810//hydrolase activity, acting on carbon-nitrogen (but not peptide) bondsNA K01487//guanine deaminase [EC:3.5.4.3]NP_592793.1//hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative hydrolase (SPAC1F8.04c), mRNA
2540621 NM_001022504.237.73 39.04 16.14 SPBC21C3.04cGO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneGO:0016301//kinase activityNA K08869//aarF domain-containing kinaseNP_596583.2//ABC1 kinase family protein [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L34 (SPBC21C3.04c), mRNA
2540872 NM_001023816.255.96 50.59 50.32 SPBC543.08 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0008654//phospholipid biosynthetic process;GO:0019915//lipid storage;GO:0006644//phospholipid metabolic process;GO:0006661//phosphatidylinositol biosynthetic process;GO:0034389//lipid particle organizationK00988;K07407//alpha-galactosidase [EC:3.2.1.22]NP_596796.1//phosphoinositide biosynthesis protein (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoinositide biosynthesis protein (SPBC543.08), mRNA
2543417 NM_001019553.244.66 38.11 29.92 rpc82 GO:0005634//nucleus;GO:0005666//DNA-directed RNA polymerase III complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA bindingGO:0006351//transcription, DNA-templated;GO:0006383//transcription from RNA polymerase III promoterK03023//DNA-directed RNA polymerase III subunit RPC3NP_594129.1//DNA-directed RNA polymerase III complex subunit Rpc82 (predicted) [Schizosaccharomyces pombe 972h-]putative DNA-directed RNA polymerase III complex subunit Rpc82 (rpc82), mRNA
2539288 NM_001022858.253.35 52.06 31.13 SPCC962.01 GO:0005783//endoplasmic reticulum;GO:0032541//cortical endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005543//phospholipid bindingGO:0061817//endoplasmic reticulum-plasma membrane tetheringK10591//E3 ubiquitin-protein ligase NEDD4 [EC:2.3.2.26]NP_587865.1//C2 domain protein [Schizosaccharomyces pombe 972h-]C2 domain protein (SPCC962.01), mRNA
2543503 NM_001019297.254.82 41.87 49.12 SPAC4F8.04 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0030687//preribosome, large subunit precursorGO:0003723//RNA binding;GO:0042134//rRNA primary transcript bindingGO:0000055//ribosomal large subunit export from nucleus;GO:0000470//maturation of LSU-rRNA;GO:0042254//ribosome biogenesis;GO:0000460//maturation of 5.8S rRNA;GO:0000466//maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000027//ribosomal large subunit assembly;GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14846//ribosome production factor 1NP_593868.1//Brix domain protein Rpf1 (predicted) [Schizosaccharomyces pombe 972h-]putative Brix domain-containing protein Rpf1 (SPAC4F8.04), mRNA
2542156 NM_001018806.243.34 42.6 28.84 SPAC57A7.07cGO:0005634//nucleus;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0008168//methyltransferase activity;GO:0008898//S-adenosylmethionine-homocysteine S-methyltransferase activity;GO:0008270//zinc ion binding;GO:0047150//betaine-homocysteine S-methyltransferase activityGO:0006555//methionine metabolic process;GO:0006534//cysteine metabolic process;GO:0009086//methionine biosynthetic processK00547//homocysteine S-methyltransferase [EC:2.1.1.10]NP_593374.1//homocysteine methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative homocysteine methyltransferase (SPAC57A7.07c), mRNA
2539874 NM_001021522.243.96 40.22 48.73 SPBC11B10.08GO:0005634//nucleus;GO:0005829//cytosolNA NA K05747//Wiskott-Aldrich syndrome proteinNP_595628.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC11B10.08), mRNA
2540195 NM_001021348.244.68 43.52 12.16 erg27 GO:0005811//lipid droplet;GO:0016021//integral component of membrane;GO:0005741//mitochondrial outer membrane;GO:0005789//endoplasmic reticulum membraneGO:0000253//3-keto sterol reductase activityGO:0006696//ergosterol biosynthetic processK09827 BAA13878.1//unnamed protein product, partial [Schizosaccharomyces pombe]putative 3-keto sterol reductase (erg27), mRNA
2542162 NM_001019331.242.84 41.36 16.6 cdc16 GO:0012505//endomembrane system;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosolGO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0090630//activation of GTPase activity;GO:0031030//negative regulation of septation initiation signaling;GO:0031338//regulation of vesicle fusion;GO:0010974//negative regulation of division septum assembly;GO:0045737//positive regulation of cyclin-dependent protein serine/threonine kinase activityK02179 NP_593901.1//two-component GAP Cdc16 [Schizosaccharomyces pombe 972h-]two-component GAP Cdc16 (cdc16), mRNA
2540692 NM_001021015.238.83 36.48 15.42 tsf1 GO:0005634//nucleus;GO:0031515//tRNA (m1A) methyltransferase complexGO:0008168//methyltransferase activity;GO:0000049//tRNA bindingGO:0030488//tRNA methylationK03256//tRNA (adenine-N(1)-)-methyltransferase non-catalytic subunit;K02357//elongation factor TsNP_595109.1//tRNA (m1A) methyltransferase, translation initiation factor eIF-3 gamma subunit Gcd10 (predicted) [Schizosaccharomyces pombe 972h-]translation elongation factor EF-Ts Tsf1 (tsf1), mRNA
2538709 NM_001355925.132.31 59.74 169.29 pmd1 GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005524//ATP binding;GO:0042626//ATPase activity, coupled to transmembrane movement of substancesGO:0046677//response to antibiotic;GO:0006855//drug transmembrane transportK05658//ATP-binding cassette, subfamily B (MDR/TAP), member 1 [EC:3.6.3.44]NP_588265.1//leptomycin efflux transporter Pmd1 [Schizosaccharomyces pombe 972h-]leptomycin efflux transporter Pmd1 (pmd1), mRNA
2541053 NM_001022632.239.35 32.48 11.29 alg5 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0004581//dolichyl-phosphate beta-glucosyltransferase activity;GO:0016740//transferase activityGO:0006487//protein N-linked glycosylationK00729//dolichyl-phosphate beta-glucosyltransferase [EC:2.4.1.117]NP_596707.1//dolichyl-phosphate beta-glucosyltransferase Alg5 (predicted) [Schizosaccharomyces pombe 972h-]putative dolichyl-phosphate beta-glucosyltransferase Alg5 (alg5), mRNA
2539063 NM_001023446.251.96 48.19 20.23 SPCC126.12 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003933//GTP cyclohydrolase activityNA K17792 NP_588455.1//NGG1 interacting factor 3 family protein [Schizosaccharomyces pombe 972h-]NGG1 interacting factor 3 family protein (SPCC126.12), mRNA
2541619 NM_001019967.244.92 44.24 47.8 prp10 GO:0005686//U2 snRNP;GO:0071014//post-mRNA release spliceosomal complexNA NA K12828//splicing factor 3B subunit 1XP_019022209.1//ARM repeat-containing protein [Saitoella complicata NRRL Y-17804]U2 snRNP-associated protein Sap155 (prp10), mRNA
2539850 NM_001022166.234.69 33.79 23.94 atg9 GO:0000329//fungal-type vacuole membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000407//phagophore assembly site;GO:0005789//endoplasmic reticulum membrane;GO:0034045//phagophore assembly site membrane;GO:0005776//autophagosome;GO:0030659//cytoplasmic vesicle membraneNA GO:0034497//protein localization to phagophore assembly site;GO:0044805//late nucleophagy;GO:0006914//autophagy;GO:0015031//protein transport;GO:0000045//autophagosome assembly;GO:0016236//macroautophagy;GO:0000422//autophagy of mitochondrionK17907//autophagy-related protein 9NP_596247.1//autophagy associated protein Atg9 [Schizosaccharomyces pombe 972h-]autophagy-associated protein Atg9 (atg9), partial mRNA
2540060 NM_001021059.338.46 39.01 61.56 mph1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0000778//condensed nuclear chromosome kinetochoreGO:0004712//protein serine/threonine/tyrosine kinase activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:1990299//Bub1-Bub3 complex localization to kinetochore;GO:0007127//meiosis I;GO:0090267//positive regulation of mitotic cell cycle spindle assembly checkpoint;GO:0007094//mitotic spindle assembly checkpoint;GO:0051304//chromosome separation;GO:0051301//cell division;GO:0034613//cellular protein localization;GO:0072480//signal transduction involved in mitotic spindle assembly checkpointK08866//serine/threonine-protein kinase TTK/MPS1 [EC:2.7.12.1]NP_595150.2//dual specificity protein kinase Mph1 [Schizosaccharomyces pombe 972h-]dual-specificity protein kinase Mph1 (mph1), mRNA
2539194 NM_001022793.251.56 50.06 36.55 ssl1 GO:0005675//holo TFIIH complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000112//nucleotide-excision repair factor 3 complex;GO:0000439//core TFIIH complexGO:0061630//ubiquitin protein ligase activity;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006281//DNA repair;GO:0070816//phosphorylation of RNA polymerase II C-terminal domain;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0006366//transcription from RNA polymerase II promoter;GO:0006289//nucleotide-excision repairK03142//transcription initiation factor TFIIH subunit 2NP_587800.1//transcription factor TFIIH complex subunit Ssl1 [Schizosaccharomyces pombe 972h-]transcription factor TFIIH complex subunit Ssl1 (ssl1), mRNA
2540971 NM_001021433.244.29 34.53 34.21 SPBC3D6.12 GO:0034388//Pwp2p-containing subcomplex of 90S preribosome;GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005829//cytosolGO:0030515//snoRNA bindingGO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0030490//maturation of SSU-rRNA;GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14556//U3 small nucleolar RNA-associated protein 12NP_595524.1//U3 snoRNA associated protein Dip2 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNA associated protein Dip2 (SPBC3D6.12), mRNA
2541385 NM_001355822.129.99 31.54 86.83 SPBP8B7.15cGO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005829//cytosolGO:0036002//pre-mRNA binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activity;GO:0003676//nucleic acid bindingGO:0098789//pre-mRNA cleavage required for polyadenylation;GO:0016567//protein ubiquitination;GO:0006379//mRNA cleavage;GO:0006378//mRNA polyadenylationK15541 NP_596522.1//ubiquitin-protein ligase E3 RBBP6 family involved in mRNA cleavage (predicted) [Schizosaccharomyces pombe 972h-]putative RBBP6 family ubiquitin-protein ligase E3 (SPBP8B7.15c), mRNA
2538700 NM_001355913.143.43 43.02 28.27 SPCC645.13 GO:0005634//nucleusGO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0008270//zinc ion bindingGO:0034244//negative regulation of transcription elongation from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK07117//uncharacterized protein;K03145//transcription elongation factor S-IINP_588122.1//transcription elongation regulator (predicted) [Schizosaccharomyces pombe 972h-]putative transcription elongation regulator (SPCC645.13), mRNA
2539234 NM_001023514.243.1 44.64 19.11 SPCC1494.01GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0016491//oxidoreductase activityNA K04125;K03305//proton-dependent oligopeptide transporter, POT familyNP_588526.2//iron/ascorbate oxidoreductase family [Schizosaccharomyces pombe 972h-]Fe/ascorbate oxidoreductase family protein (SPCC1494.01), mRNA
2539375 NM_001022820.241.64 37.29 11.02 mug154 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0043007//maintenance of rDNA;GO:0051321//meiotic cell cycle;GO:0007096//regulation of exit from mitosisNA NP_587827.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]protein mug154 (mug154), mRNA
2542237 NM_001018735.245.32 46.78 34.58 fin1 GO:0005634//nucleus;GO:0071958//new mitotic spindle pole body;GO:0044732//mitotic spindle pole body;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0031030//negative regulation of septation initiation signaling;GO:0090307//mitotic spindle assembly;GO:0031028//septation initiation signaling;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:1903380//positive regulation of mitotic chromosome condensationK20872//NIMA (never in mitosis gene a)-related kinase 2 [EC:2.7.11.1]NP_593305.1//serine/threonine protein kinase, NIMA related Fin1 [Schizosaccharomyces pombe 972h-]NIMA-like serine/threonine protein kinase Fin1 (fin1), mRNA
2543155 NM_001018610.240.54 31.02 27.8 ddx27 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0010501//RNA secondary structure unwinding;GO:0006364//rRNA processingK13181//ATP-dependent RNA helicase DDX27 [EC:3.6.4.13]NP_593214.1//ATP-dependent RNA helicase Ddx27/Drs1 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Ddx27/Drs1 (ddx27), partial mRNA
2541347 NM_001022442.237.57 39.7 24.92 dpb2 GO:0031261//DNA replication preinitiation complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0008622//epsilon DNA polymerase complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA bindingGO:0042276//error-prone translesion synthesis;GO:1902975//mitotic DNA replication initiationK02325//DNA polymerase epsilon subunit 2 [EC:2.7.7.7]NP_596521.1//DNA polymerase epsilon catalytic subunit B, Dpb2 [Schizosaccharomyces pombe 972h-]DNA polymerase epsilon catalytic subunit B Dpb2 (dpb2), mRNA
2540573 NM_001021573.235.25 35.74 38.98 SPBC21B10.09GO:0016020//membrane;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0008521//acetyl-CoA transmembrane transporter activity;GO:0015295//solute:proton symporter activity;GO:0022857//transmembrane transporter activityGO:0006810//transport;GO:0035348//acetyl-CoA transmembrane transportK17417 NP_595678.1//acetyl-CoA transporter (predicted) [Schizosaccharomyces pombe 972h-]putative acetyl-CoA transporter (SPBC21B10.09), mRNA
2539024 NM_001023268.244.92 50.52 20.35 gaf1 GO:0005634//nucleus;GO:0005667//transcription factor complex;GO:0005829//cytosol;GO:0032153//cell division siteGO:0001228//transcriptional activator activity, RNA polymerase II transcription regulatory region sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001085//RNA polymerase II transcription factor binding;GO:0001078//transcriptional repressor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003682//chromatin binding;GO:0008270//zinc ion binding;GO:0043565//sequence-specific DNA binding;GO:0000987//proximal promoter sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0030154//cell differentiation;GO:1902625//negative regulation of induction of conjugation with cellular fusion by negative regulation of transcription from RNA polymerase II promoterK09184 NP_588278.2//transcription factor Gaf1 [Schizosaccharomyces pombe 972h-]transcription factor Gaf1 (gaf1), mRNA
2541092 NM_001020998.232.42 32.93 46.92 SPBC660.12cGO:0000784//nuclear chromosome, telomeric region;GO:0005634//nucleus;GO:0005829//cytosolGO:1990412//hercynylselenocysteine lyase activity (selenoneine-forming);GO:0003723//RNA binding;GO:0008483//transaminase activity;GO:0043047//single-stranded telomeric DNA binding;GO:1990411//hercynylcysteine sulfoxide lyase activity (ergothioneine-forming)GO:0052699//ergothioneine biosynthetic process;GO:0051321//meiotic cell cycle;GO:1903257//selenoneine biosynthetic process;GO:0000723//telomere maintenanceK20247//hercynylcysteine S-oxide lyase [EC:4.4.1.36]NP_595091.1//aminotransferase (predicted) [Schizosaccharomyces pombe 972h-]putative aminotransferase (SPBC660.12c), mRNA
2539531 NM_001355944.139.95 35.54 7.01 SPCC576.02 GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0036361//racemase activity, acting on amino acids and derivativesGO:0006807//nitrogen compound metabolic processK01464//dihydropyrimidinase [EC:3.5.2.2]NP_588429.1//hydantoin racemase family (predicted) [Schizosaccharomyces pombe 972h-]putative hydantoin racemase family protein (SPCC576.02), mRNA
2541931 NM_001019549.325.6 26.19 10.14 SPAC6G9.16cGO:0005634//nucleus;GO:0005829//cytosol;GO:0032807//DNA ligase IV complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycle;GO:0006303//double-strand break repair via nonhomologous end joiningNA NP_594125.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC6G9.16c), mRNA
2543529 NM_001018646.238.24 38.47 29.13 ryh1 GO:0010008//endosome membrane;GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasm;GO:0005886//plasma membrane;GO:0000139//Golgi membraneGO:1990738//pseudouridine 5'-phosphatase activity;GO:0005525//GTP binding;GO:0016791//phosphatase activity;GO:0003924//GTPase activityGO:0016075//rRNA catabolic process;GO:0043097//pyrimidine nucleoside salvage;GO:0042147//retrograde transport, endosome to Golgi;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0007264//small GTPase mediated signal transduction;GO:0015031//protein transport;GO:1904515//positive regulation of TORC2 signalingK17623//pseudouridine 5'-phosphatase [EC:3.1.3.96];K07893//Ras-related protein Rab-6ANP_593249.1//GTPase Ryh1 [Schizosaccharomyces pombe 972h-]GTPase Ryh1 (ryh1), mRNA
2542926 NM_001020429.244.65 58.12 34.29 SPAC1039.07cGO:0005829//cytosol;GO:0005739//mitochondrionGO:0008453//alanine-glyoxylate transaminase activity;GO:0042802//identical protein binding;GO:0008483//transaminase activity;GO:0030170//pyridoxal phosphate bindingNA K00823 NP_594998.1//aminotransferase [Schizosaccharomyces pombe 972h-]aminotransferase (SPAC1039.07c), mRNA
2541004 NM_001022666.240.92 41.62 12.39 SPBC3F6.01cNA GO:0004721//phosphoprotein phosphatase activityNA K04460//serine/threonine-protein phosphatase 5 [EC:3.1.3.16]XP_013018759.1//serine/threonine protein phosphatase [Schizosaccharomyces octosporus yFS286]putative serine/threonine protein phosphatase (SPBC3F6.01c), mRNA
2539811 NM_001022096.236.87 34.11 17.91 oxa102 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0008565//protein transporter activityGO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0051205//protein insertion into membrane;GO:0045039//protein import into mitochondrial inner membraneK03217//YidC/Oxa1 family membrane protein insertaseNP_596177.1//mitochondrial inner membrane translocase Oxa102 [Schizosaccharomyces pombe 972h-]translocase Oxa101 (oxa102), mRNA

NR_150372.1 NR_150372.1 7.38 6.29 27.08 NA GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA XP_013023642.1//cell surface glycoprotein [Schizosaccharomyces cryophilus OY26]antisense RNA (predicted) (SPNCRNA.1485), miscRNA
2541908 NM_001019969.247.97 43.48 28.64 rfc2 GO:0005634//nucleus;GO:0005663//DNA replication factor C complex;GO:0031390//Ctf18 RFC-like complex;GO:0000790//nuclear chromatin;GO:0005829//cytosol;GO:0031391//Elg1 RFC-like complex;GO:0031389//Rad17 RFC-like complex;GO:0043599//nuclear DNA replication factor C complex;GO:0043596//nuclear replication forkGO:0061860//DNA clamp unloader activity;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0003682//chromatin bindingGO:0033314//mitotic DNA replication checkpoint;GO:1903460//mitotic DNA replication leading strand elongation;GO:0006271//DNA strand elongation involved in DNA replication;GO:0070914//UV-damage excision repairK10755//replication factor C subunit 2/4NP_594540.1//DNA replication factor C complex subunit Rfc2 [Schizosaccharomyces pombe 972h-]DNA replication factor C complex subunit Rfc2 (rfc2), mRNA
3361476 NM_001019469.245.77 48.44 21.47 rho4 GO:0016020//membrane;GO:0005938//cell cortex;GO:0000935//division septum;GO:0032153//cell division siteGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0032955//regulation of division septum assembly;GO:0008360//regulation of cell shape;GO:0032956//regulation of actin cytoskeleton organization;GO:2001043//positive regulation of cell separation after cytokinesis;GO:0030994//primary cell septum disassembly;GO:0007264//small GTPase mediated signal transduction;GO:0034613//cellular protein localization;GO:0000917//division septum assembly;GO:0071852//fungal-type cell wall organization or biogenesisK07975;K04513//Ras homolog gene family, member ANP_001018257.1//Rho family GTPase Rho4 [Schizosaccharomyces pombe 972h-]Rho family GTPase Rho4 (rho4), mRNA
2538923 NM_001023372.247.25 45.42 14.66 SPCC18.02 GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportNA NP_588381.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPCC18.02), mRNA
2541918 NM_001018579.245.91 43.85 24.28 atp18 GO:0000276//mitochondrial proton-transporting ATP synthase complex, coupling factor F(o);GO:0045263//proton-transporting ATP synthase complex, coupling factor F(o);GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0015078//hydrogen ion transmembrane transporter activity;GO:0046933//proton-transporting ATP synthase activity, rotational mechanismGO:0015986//ATP synthesis coupled proton transport;GO:0033615//mitochondrial proton-transporting ATP synthase complex assembly;GO:0035786//protein complex oligomerization;GO:0099132//ATP hydrolysis coupled cation transmembrane transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK02142 NP_593183.1//F0-ATPase subunit J (predicted) [Schizosaccharomyces pombe 972h-]putative F0-ATPase subunit J (atp18), mRNA
2542111 NM_001018528.224.37 23.44 45.43 SPAC1687.14cGO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosolGO:0005509//calcium ion bindingNA NA NP_593132.1//calcium-binding protein [Schizosaccharomyces pombe 972h-]calcium-binding protein (SPAC1687.14c), mRNA
2540112 NM_001022312.241.76 42.66 24.99 imp2 GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005826//actomyosin contractile ringGO:0005547//phosphatidylinositol-3,4,5-trisphosphate binding;GO:0070273//phosphatidylinositol-4-phosphate binding;GO:0001786//phosphatidylserine bindingGO:1903475//mitotic actomyosin contractile ring assemblyK20121//formin-binding protein 1;K03099//son of sevenlessNP_596391.1//contractile ring protein Imp2 [Schizosaccharomyces pombe 972h-]contractile ring protein Imp2 (imp2), mRNA
2541058 NM_001021667.233.88 31.15 49.42 erf2 GO:0032580//Golgi cisterna membrane;GO:0031211//endoplasmic reticulum palmitoyltransferase complex;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0019706//protein-cysteine S-palmitoyltransferase activityGO:0018345//protein palmitoylation;GO:0030435//sporulation resulting in formation of a cellular spore;GO:0072659//protein localization to plasma membraneK16675//palmitoyltransferase ZDHHC9/14/18 [EC:2.3.1.225]NP_595766.1//palmitoyltransferase Erf2 (predicted) [Schizosaccharomyces pombe 972h-]putative palmitoyltransferase Erf2 (erf2), mRNA
2540561 NM_001021561.241.66 43.18 22.88 SPBC28F2.05cGO:0005634//nucleus;GO:0005829//cytosolGO:0004032//alditol:NADP+ 1-oxidoreductase activity;GO:0032867//L-arabinose:NADP reductase activity;GO:0016491//oxidoreductase activityGO:0019568//arabinose catabolic processK19654;K18097NP_595666.1//xylose and arabinose reductase (predicted) [Schizosaccharomyces pombe 972h-]putative xylose and arabinose reductase (SPBC28F2.05c), mRNA
2539616 NM_001021798.243.57 45.05 15.5 SPBC17G9.02cGO:0005634//nucleus;GO:0005829//cytosol;GO:0016593//Cdc73/Paf1 complexGO:0001076//transcription factor activity, RNA polymerase II transcription factor binding;GO:0000993//RNA polymerase II core bindingGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0034402//recruitment of 3'-end processing factors to RNA polymerase II holoenzyme complex;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0016570//histone modificationK15175//parafibrominNP_595891.1//RNA polymerase II accessory factor, Cdc73 family (predicted) [Schizosaccharomyces pombe 972h-]putative Cdc73 family RNA polymerase II accessory factor (SPBC17G9.02c), mRNA
2542914 NM_001018741.222.64 22.85 26.33 pof1 GO:0005634//nucleus;GO:0043224//nuclear SCF ubiquitin ligase complex;GO:0019005//SCF ubiquitin ligase complexGO:0043130//ubiquitin binding;GO:0042802//identical protein binding;GO:0030674//protein binding, bridgingGO:0030174//regulation of DNA-dependent DNA replication initiation;GO:0031146//SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0006270//DNA replication initiation;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0000083//regulation of transcription involved in G1/S transition of mitotic cell cycle;GO:0046685//response to arsenic-containing substance;GO:0071276//cellular response to cadmium ion;GO:0000209//protein polyubiquitinationK10259 NP_593310.1//F-box/WD repeat protein protein Pof1 [Schizosaccharomyces pombe 972h-]F-box/WD repeat-containing protein Pof1 (pof1), mRNA

NR_150375.1 NR_150375.1 6.25 5.57 0.73 NA GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015489//putrescine transmembrane transporter activity;GO:0015204//urea transmembrane transporter activity;GO:0015606//spermidine transmembrane transporter activityGO:0043419//urea catabolic processK20989//urea-proton symporterXP_013025626.1//urea transporter [Schizosaccharomyces cryophilus OY26]antisense RNA (predicted) (SPNCRNA.1488), miscRNA
2539961 NM_001020984.244.6 45.45 32.7 ubc16 GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0004816//asparagine-tRNA ligase activity;GO:0000049//tRNA binding;GO:0003676//nucleic acid bindingGO:0006421//asparaginyl-tRNA aminoacylation;GO:0032543//mitochondrial translationK10689;K01893//asparaginyl-tRNA synthetase [EC:6.1.1.22]NP_595079.1//mitochondrial asparagine-tRNA ligase Slm5 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin conjugating enzyme Ubc16 (ubc16), mRNA
2539179 NM_001355885.149.1 47.4 21.92 sds21 GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005938//cell cortex;GO:0061638//CENP-A containing chromatin;GO:0035838//growing cell tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0035839//non-growing cell tip;GO:0005730//nucleolus;GO:0072357//PTW/PP1 phosphatase complex;GO:0005829//cytosol;GO:0000164//protein phosphatase type 1 complex;GO:0051286//cell tip;GO:0005634//nucleus;GO:1990567//DPS complex;GO:0000790//nuclear chromatin;GO:0030139//endocytic vesicleGO:0046872//metal ion binding;GO:0004721//phosphoprotein phosphatase activity;GO:0004722//protein serine/threonine phosphatase activityGO:1903068//positive regulation of protein localization to cell tip;GO:1902426//deactivation of mitotic spindle assembly checkpoint;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:1905213//negative regulation of mitotic chromosome condensation;GO:2000784//positive regulation of establishment of cell polarity regulating cell shape;GO:0051301//cell division;GO:0007049//cell cycleK06269//serine/threonine-protein phosphatase PP1 catalytic subunit [EC:3.1.3.16]NP_587898.1//serine/threonine protein phosphatase Sds21 [Schizosaccharomyces pombe 972h-]serine/threonine protein phosphatase Sds21 (sds21), mRNA
2540411 NM_001022157.241.43 41.99 9.55 abc1 GO:0005759//mitochondrial matrix;GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005739//mitochondrionGO:0008289//lipid binding;GO:0004672//protein kinase activity;GO:0016887//ATPase activityGO:0032194//ubiquinone biosynthetic process via 3,4-dihydroxy-5-polyprenylbenzoate;GO:0006744//ubiquinone biosynthetic process;GO:1901006//ubiquinone-6 biosynthetic process;GO:0046777//protein autophosphorylationK08869//aarF domain-containing kinaseNP_596237.1//ABC1 kinase family ubiquinone biosynthesis protein Abc1/Coq8 [Schizosaccharomyces pombe 972h-]ABC1 kinase family ubiquinone biosynthesis protein Abc1/Coq8 (abc1), mRNA
2540328 NM_001022494.240.98 36.17 71.92 cwf4 GO:0071007//U2-type catalytic step 2 spliceosome;GO:0071004//U2-type prespliceosome;GO:0071008//U2-type post-mRNA release spliceosomal complex;GO:0071006//U2-type catalytic step 1 spliceosome;GO:0000785//chromatin;GO:0000974//Prp19 complexGO:0003688//DNA replication origin binding;GO:0003682//chromatin bindingGO:0006396//RNA processing;GO:0000354//cis assembly of pre-catalytic spliceosome;GO:0006270//DNA replication initiationK12869//crooked neckXP_013021214.1//complexed with Cdc5 protein Cwf4 [Schizosaccharomyces cryophilus OY26]protein Cwf4 (cwf4), mRNA

14218283 NM_001356157.123.57 24.92 44.46 tam6 GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA NA NA XP_004001793.1//mitochondrial conserved protein [Schizosaccharomyces pombe 972h-]protein tam6 (tam6), partial mRNA
NR_151258.1 NR_151258.1 50.49 50.89 29.89 NA GO:0005634//nucleus;GO:0005730//nucleolusNA NA K13120//protein FAM32ANP_594013.1//hypothetical protein SPAC31G5.21 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.874), miscRNA

2539635 NM_001022298.249.12 47.59 47.26 SPBC17D11.03cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0051920//peroxiredoxin activityGO:0098869//cellular oxidant detoxificationK11592//endoribonuclease Dicer [EC:3.1.26.-]NP_596377.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC17D11.03c), mRNA
2539517 NM_001023433.235.91 35.08 13.06 ksg1 GO:0005622//intracellular;GO:0005737//cytoplasmGO:0004676//3-phosphoinositide-dependent protein kinase activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0007165//signal transduction;GO:0018105//peptidyl-serine phosphorylation;GO:0035556//intracellular signal transduction;GO:0071852//fungal-type cell wall organization or biogenesisK06276//3-phosphoinositide dependent protein kinase-1 [EC:2.7.11.1]NP_588442.1//serine/threonine protein kinase Ksg1 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Ksg1 (ksg1), mRNA
2540085 NM_001020963.250.06 37.34 59.24 SPBC1683.01GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0005315//inorganic phosphate transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0035435//phosphate ion transmembrane transportK08176//MFS transporter, PHS family, inorganic phosphate transporterNP_595057.1//inorganic phosphate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative inorganic phosphate transporter (SPBC1683.01), mRNA
2538974 NM_001023085.135.17 34.73 17.98 cwf5 GO:0071007//U2-type catalytic step 2 spliceosome;GO:0005634//nucleus;GO:0071006//U2-type catalytic step 1 spliceosome;GO:0005681//spliceosomal complex;GO:0000974//Prp19 complex;GO:0071014//post-mRNA release spliceosomal complexGO:0003723//RNA binding;GO:0036002//pre-mRNA binding;GO:0017070//U6 snRNA bindingGO:0045292//mRNA cis splicing, via spliceosome;GO:0000387//spliceosomal snRNP assemblyK12872//pre-mRNA-splicing factor RBM22/SLT11NP_588094.1//RNA-binding protein Cwf5 [Schizosaccharomyces pombe 972h-]RNA-binding protein Cwf5 (cwf5), partial mRNA
2538814 NM_001023249.224.63 30.03 40.01 SPCC777.17cGO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationNA NP_588259.1//mitochondrial ribosomal protein subunit L9 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L9 (SPCC777.17c), mRNA
2540102 NM_001022093.245.98 44.37 20.92 mrp7 GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunitGO:0000048//peptidyltransferase activity;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02899//large subunit ribosomal protein L27NP_596173.1//mitochondrial ribosomal protein subunit L27 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L27 (mrp7), mRNA
2542650 NM_001019942.238.84 39.39 21.64 SPAC2C4.10cGO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0090443//FAR/SIN/STRIPAK complex;GO:0071957//old mitotic spindle pole bodyNA GO:0031030//negative regulation of septation initiation signaling;GO:0061509//asymmetric protein localization to old mitotic spindle pole bodyNA NP_594513.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC2C4.10c), mRNA
2541616 NM_001019815.248.56 50.66 25.95 saf2 GO:0005684//U2-type spliceosomal complex;GO:0005634//nucleusNA GO:0045292//mRNA cis splicing, via spliceosomeK11399;K00234//succinate dehydrogenase (ubiquinone) flavoprotein subunit [EC:1.3.5.1]NP_594392.1//splicing associated factor Saf2 [Schizosaccharomyces pombe 972h-]splicing-associated factor Saf2 (saf2), mRNA
2543091 NM_001018283.333.4 32.64 13.42 sif3 GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0140053//mitochondrial gene expressionNA NP_592883.4//Sad1 interacting factor 3 (predicted) [Schizosaccharomyces pombe 972h-]putative Sad1-interacting factor 3 (sif3), mRNA
2542284 NM_001019756.236.76 36.38 23.88 gpi17 GO:0005783//endoplasmic reticulum;GO:0042765//GPI-anchor transamidase complexNA GO:0016255//attachment of GPI anchor to proteinK05291//phosphatidylinositol glycan, class SNP_594335.1//pig-S (predicted) [Schizosaccharomyces pombe 972h-]putative pig-S family phosphatidylinositol-glycan biosynthesis protein (gpi17), partial mRNA
2539880 NM_001022129.245.98 45.62 23.06 vps33 GO:0005634//nucleus;GO:1902500//vacuolar HOPS complex;GO:0005829//cytosol;GO:0033263//CORVET complexGO:0005524//ATP bindingGO:0006623//protein targeting to vacuole;GO:0007033//vacuole organization;GO:0006895//Golgi to endosome transport;GO:0006904//vesicle docking involved in exocytosis;GO:0048278//vesicle docking;GO:0042144//vacuole fusion, non-autophagicK20182//vacuolar protein sorting-associated protein 33NP_596210.1//vacuolar sorting protein Vps33 [Schizosaccharomyces pombe 972h-]vacuolar sorting protein Vps33 (vps33), mRNA
2540696 NM_001021018.236.1 42.14 43.54 SPBC800.14cGO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneNA NA NA NP_595111.1//DUF1772 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC800.14c), mRNA
2538949 NM_001022721.2113.9 90.59 43.95 SPCC320.03 GO:0005634//nucleusGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK21641 NP_587726.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPCC320.03), mRNA
2540377 NM_001021244.241.33 38.42 15.87 cog2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0033588//Elongator holoenzyme complexGO:0042802//identical protein binding;GO:0000049//tRNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006355//regulation of transcription, DNA-templated;GO:0002926//tRNA wobble base 5-methoxycarbonylmethyl-2-thiouridinylation;GO:0006351//transcription, DNA-templated;GO:0015031//protein transport;GO:0140018//regulation of cytoplasmic translational fidelityK11373//elongator complex protein 1NP_595335.1//elongator subunit Iki3 (predicted) [Schizosaccharomyces pombe 972h-]putative COG complex subunit Cog2 (cog2), mRNA
2541327 NM_001021726.234.64 33.78 20.66 ppk32 GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:1904262//negative regulation of TORC1 signalingK17541//SCY1-like protein 2NP_595822.1//serine/threonine protein kinase Ppk32 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk32 (ppk32), partial mRNA
2542701 NM_001019881.239.79 43.45 20.11 SPAC26H5.05GO:0005774//vacuolar membrane;GO:0071458//integral component of cytoplasmic side of endoplasmic reticulum membrane;GO:0000324//fungal-type vacuole;GO:0043234//protein complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0055089//fatty acid homeostasis;GO:0061419//positive regulation of transcription from RNA polymerase II promoter in response to hypoxia;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0036083//positive regulation of unsaturated fatty acid biosynthetic process by positive regulation of transcription from RNA polymerase II promoterK06867//uncharacterized proteinNP_594452.1//IPT/TIG ankyrin repeat containing transcription regulator of fatty acid biosynthesis (predicted) [Schizosaccharomyces pombe 972h-]putative IPT/TIG ankyrin repeat-containing transcription regulator (SPAC26H5.05), mRNA
2542429 NM_001020219.238.33 39.44 20.82 vps28 GO:0031902//late endosome membrane;GO:0000813//ESCRT I complexGO:0016705//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen;GO:0020037//heme binding;GO:0005506//iron ion binding;GO:0032403//protein complex bindingGO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0045324//late endosome to vacuole transportK12184//ESCRT-I complex subunit VPS28NP_594791.1//ESCRT I complex subunit Vps28 [Schizosaccharomyces pombe 972h-]ESCRT I complex subunit Vps28 (vps28), mRNA
2543011 NM_001018659.236.73 39.12 32.08 atg17 GO:0005634//nucleus;GO:0005829//cytosol;GO:1990316//Atg1/ULK1 kinase complex;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membrane;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0032947//protein complex scaffold activity;GO:0004674//protein serine/threonine kinase activity;GO:0016787//hydrolase activity;GO:0005524//ATP binding;GO:0016301//kinase activity;GO:0030295//protein kinase activator activityGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0044805//late nucleophagy;GO:0030242//autophagy of peroxisome;GO:0032147//activation of protein kinase activity;GO:0000045//autophagosome assembly;GO:0034727//piecemeal microautophagy of the nucleus;GO:0016236//macroautophagy;GO:0000422//autophagy of mitochondrionK07178//RIO kinase 1 [EC:2.7.11.1];K08329NP_593262.2//autophagy associated protein kinase activator Atg17 [Schizosaccharomyces pombe 972h-]autophagy-associated protein kinase activator Atg17 (atg17), mRNA
2542838 NM_001019144.252.9 52.14 18.25 SPAC13G7.11GO:0005634//nucleus;GO:0005829//cytosol;GO:0005743//mitochondrial inner membraneGO:0043022//ribosome bindingGO:0007007//inner mitochondrial membrane organization;GO:0032979//protein insertion into mitochondrial membrane from inner side;GO:0097034//mitochondrial respiratory chain complex IV biogenesis;GO:0097033//mitochondrial respiratory chain complex III biogenesisK17801 NP_593713.1//mitochondrial respiratory complex assembly protein (predicted) [Schizosaccharomyces pombe 972h-]putative respiratory complex assembly protein (SPAC13G7.11), mRNA
2539247 NM_001022955.348.19 44.01 18.25 SPCC1393.06cGO:0005634//nucleus;GO:0071339//MLL1 complex;GO:0097344//Rix1 complex;GO:0005720//nuclear heterochromatinNA GO:0006364//rRNA processingK14827//pre-rRNA-processing protein IPI1NP_587964.2//rRNA processing protein Ipi1 (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA processing protein Ipi1 (SPCC1393.06c), mRNA
2543612 NM_001018984.240.98 35.36 20.45 avt3 GO:0005774//vacuolar membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0005290//L-histidine transmembrane transporter activity;GO:0015189//L-lysine transmembrane transporter activity;GO:0061459//L-arginine transmembrane transporter activity;GO:0015171//amino acid transmembrane transporter activityGO:0030435//sporulation resulting in formation of a cellular spore;GO:0089707//L-lysine transmembrane export from vacuole;GO:0003333//amino acid transmembrane transport;GO:0089708//L-histidine transmembrane export from vacuole;GO:1990818//L-arginine transmembrane export from vacuoleK14209//solute carrier family 36 (proton-coupled amino acid transporter)NP_593551.1//vacuolar amino acid efflux transporter Avt3 [Schizosaccharomyces pombe 972h-]vacuolar amino acid efflux transporter Avt3 (avt3), mRNA
2543372 NM_001018957.236.55 38.2 26.05 ase1 GO:0055028//cortical microtubule;GO:1990498//mitotic spindle microtubule;GO:0015630//microtubule cytoskeleton;GO:0000923//equatorial microtubule organizing center;GO:0099070//static microtubule bundle;GO:1990023//mitotic spindle midzoneGO:0008017//microtubule bindingGO:0044878//mitotic cytokinesis checkpoint;GO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:1903563//microtubule bundle formation involved in horsetail-astral microtubule organization;GO:0000910//cytokinesis;GO:1903562//microtubule bundle formation involved in mitotic spindle midzone assembly;GO:0051256//mitotic spindle midzone assemblyK16732//protein regulator of cytokinesis 1NP_593523.1//antiparallel microtubule cross-linking factor Ase1 [Schizosaccharomyces pombe 972h-]antiparallel microtubule cross-linking factor Ase1 (ase1), mRNA
2540754 NM_001021536.239.75 43.74 63.45 SPBC83.10 GO:0072546//ER membrane protein complex;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0030246//carbohydrate bindingGO:0034975//protein folding in endoplasmic reticulumNA NP_595642.1//hypothetical protein SPBC83.10 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC83.10), mRNA
2542794 NM_001018921.238.4 38.39 13.35 mug99 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneNA GO:0030435//sporulation resulting in formation of a cellular spore;GO:0007059//chromosome segregation;GO:0051321//meiotic cell cycleNA NP_593487.1//mug99 protein [Schizosaccharomyces pombe 972h-]protein mug99 (mug99), mRNA
2540932 NM_001021245.241.81 40.85 37.13 sap61 GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0005681//spliceosomal complex;GO:0005829//cytosolGO:0003723//RNA binding;GO:0008270//zinc ion bindingGO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosomeK12827//splicing factor 3A subunit 3NP_595337.1//U2 snRNP-associated protein sap61 [Schizosaccharomyces pombe 972h-]U2 snRNP-associated protein sap61 (sap61), mRNA
2540676 NM_001022014.237.9 34.71 29.94 SPBC3E7.11cGO:0005829//cytosolGO:0030544//Hsp70 protein bindingGO:0045040//protein import into mitochondrial outer membrane;GO:0016558//protein import into peroxisome matrixK09510//DnaJ homolog subfamily B member 4;K14002;K09527//DnaJ homolog subfamily C member 7;K09506//DnaJ homolog subfamily A member 5;K09503//DnaJ homolog subfamily A member 2NP_596098.1//DNAJ protein Caj1/Djp1-type (predicted) [Schizosaccharomyces pombe 972h-]putative DNAJ domain-containing protein type Caj1/Djp1 (SPBC3E7.11c), mRNA
2542938 NM_001019193.236.39 36.28 13.96 mug185 GO:0005783//endoplasmic reticulum;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0008270//zinc ion binding;GO:0030544//Hsp70 protein binding;GO:0003676//nucleic acid bindingGO:0042254//ribosome biogenesis;GO:0051321//meiotic cell cycleK09506//DnaJ homolog subfamily A member 5NP_593763.1//Co-chaperone for ATPase activity (predicted) [Schizosaccharomyces pombe 972h-]putative ATPase co-chaperone protein (mug185), mRNA
2542073 NM_001020323.230.2 32.19 31.04 sec74 GO:0051286//cell tip;GO:0005829//cytosol;GO:0030428//cell septum;GO:0032153//cell division siteGO:0005086//ARF guanyl-nucleotide exchange factor activityGO:0006886//intracellular protein transport;GO:0032012//regulation of ARF protein signal transduction;GO:0016192//vesicle-mediated transport;GO:0006887//exocytosisK18443//golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1;K18442//brefeldin A-inhibited guanine nucleotide-exchange proteinNP_594894.2//guanyl-nucleotide exchange factor Sec74 (predicted) [Schizosaccharomyces pombe 972h-]putative guanyl-nucleotide exchange factor Sec74 (sec74), mRNA
2541998 NM_001019868.247.9 48.38 32.03 SPAC23A1.09GO:0005634//nucleus;GO:0005829//cytosol;GO:0035145//exon-exon junction complex;GO:0005737//cytoplasmGO:0003729//mRNA bindingGO:0006396//RNA processing;GO:0000381//regulation of alternative mRNA splicing, via spliceosome;GO:0000184//nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0045292//mRNA cis splicing, via spliceosomeK12876//RNA-binding protein 8ANP_594439.1//RNA-binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein (SPAC23A1.09), mRNA
2540005 NM_001022625.235.45 35.88 17 SPBC1347.09GO:0005634//nucleus;GO:0019898//extrinsic component of membrane;GO:0005743//mitochondrial inner membraneGO:0008168//methyltransferase activity;GO:0004395//hexaprenyldihydroxybenzoate methyltransferase activityGO:0006744//ubiquinone biosynthetic processK00591//polyprenyldihydroxybenzoate methyltransferase / 3-demethylubiquinol 3-O-methyltransferase [EC:2.1.1.114 2.1.1.64]NP_596701.1//hexaprenyldihydroxybenzoate methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative hexaprenyldihydroxybenzoate methyltransferase (SPBC1347.09), mRNA
2540390 NM_001021009.249.07 40.14 39.3 bms1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0030686//90S preribosome;GO:0005730//nucleolus;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0034511//U3 snoRNA binding;GO:0005524//ATP binding;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000479//endonucleolytic cleavage of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processing;GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0042255//ribosome assemblyK14569//ribosome biogenesis protein BMS1NP_595102.2//GTP binding protein Bms1 (predicted) [Schizosaccharomyces pombe 972h-]putative GTP-binding protein Bms1 (bms1), mRNA
2540748 NM_001022267.234.89 30.88 12.07 SPBC19F8.05GO:0016021//integral component of membraneGO:0015171//amino acid transmembrane transporter activityGO:0051321//meiotic cell cycleK16261 NP_596348.1//amino-acid permease [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC19F8.05), mRNA
2541587 NM_001020338.220.93 19.21 11.98 smc5 GO:0030915//Smc5-Smc6 complex;GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0000935//division septumGO:0005524//ATP bindingGO:0007062//sister chromatid cohesion;GO:0051321//meiotic cell cycle;GO:0000724//double-strand break repair via homologous recombinationK20361;K12614//ATP-dependent RNA helicase DDX6/DHH1 [EC:3.6.4.13];K11568//DASH complex subunit DAD3NP_594907.2//Smc5-6 complex SMC subunit Smc5 [Schizosaccharomyces pombe 972h-]Smc5-6 complex SMC subunit Smc5 (smc5), mRNA
2541467 NM_001018449.234.96 34.23 11.9 kap111 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008536//Ran GTPase binding;GO:0008565//protein transporter activity;GO:0061608//nuclear import signal receptor activity;GO:0005525//GTP binding;GO:0008139//nuclear localization sequence bindingGO:0006886//intracellular protein transport;GO:0006606//protein import into nucleusNA NP_593051.1//karyopherin Kap111 (predicted) [Schizosaccharomyces pombe 972h-]putative karyopherin Kap111 (kap111), mRNA
2541371 NM_001022110.241.33 41.82 31.65 SPBP4H10.17cGO:0005634//nucleus;GO:0005829//cytosolGO:0051722//protein C-terminal methylesterase activity;GO:0019888//protein phosphatase regulator activity;GO:0051723//protein methylesterase activityGO:0006482//protein demethylationK13617//protein phosphatase methylesterase 1 [EC:3.1.1.89]NP_596191.1//carboxyl methyl esterase (predicted) [Schizosaccharomyces pombe 972h-]putative carboxyl methyl esterase (SPBP4H10.17c), mRNA
2539667 NM_001022478.250.4 48.53 12.25 ash2 GO:0048188//Set1C/COMPASS complex;GO:0005634//nucleus;GO:0048189//Lid2 complex;GO:0000790//nuclear chromatinGO:0061630//ubiquitin protein ligase activity;GO:0046872//metal ion binding;GO:0044212//transcription regulatory region DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0051568//histone H3-K4 methylation;GO:0070869//heterochromatin assembly involved in chromatin silencingK14967 NP_596557.1//Ash2-trithorax family protein [Schizosaccharomyces pombe 972h-]Ash2-trithorax family protein (ash2), mRNA
2542056 NM_001019547.251.98 45.68 29.26 SPAC6G9.14GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0003729//mRNA bindingGO:0000288//nuclear-transcribed mRNA catabolic process, deadenylation-dependent decayK17944;K17943//pumilio RNA-binding familyNP_594123.1//RNA-binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein (SPAC6G9.14), mRNA
2539150 NM_001355893.125.64 29.66 26.03 SPCC1020.03GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0008324//cation transmembrane transporter activity;GO:0005381//iron ion transmembrane transporter activityGO:0048250//mitochondrial iron ion transport;GO:0006880//intracellular sequestering of iron ionK00854//xylulokinase [EC:2.7.1.17]NP_587957.1//mitochondrial iron ion transporter (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial iron ion transporter (SPCC1020.03), mRNA
2542264 NM_001020123.247.33 44.25 12.23 SPAC17D4.04GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016428//tRNA (cytosine-5-)-methyltransferase activity;GO:0003723//RNA binding;GO:0000049//tRNA bindingGO:0030488//tRNA methylationK15334//multisite-specific tRNA:(cytosine-C5)-methyltransferase [EC:2.1.1.202]NP_594695.3//tRNA (cytosine-5-)-methyltransferase [Schizosaccharomyces pombe 972h-]tRNA (cytosine-5-)-methyltransferase (SPAC17D4.04), mRNA
2540219 NM_001022496.239.74 39.58 16.6 hip1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000417//HIR complex;GO:0000790//nuclear chromatin;GO:0034507//chromosome, centromeric outer repeat regionGO:0031491//nucleosome binding;GO:0003714//transcription corepressor activityGO:0034728//nucleosome organization;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0006351//transcription, DNA-templated;GO:0070868//heterochromatin organization involved in chromatin silencing;GO:0030702//chromatin silencing at centromere;GO:0000070//mitotic sister chromatid segregation;GO:0006325//chromatin organization;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0016569//covalent chromatin modification;GO:0006336//DNA replication-independent nucleosome assembly;GO:0031935//regulation of chromatin silencingK11293//protein HIRA/HIR1NP_596575.1//hira protein, histone chaperone Hip1 [Schizosaccharomyces pombe 972h-]histone chaperone Hip1 (hip1), mRNA
2539922 NM_001021033.233.15 32.54 18.81 mug89 GO:0005783//endoplasmic reticulum;GO:0005770//late endosome;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneNA GO:0045332//phospholipid translocation;GO:0051321//meiotic cell cycleNA NP_595126.1//CDC50 domain protein, implicated in signal transduction (predicted) [Schizosaccharomyces pombe 972h-]putative CDC50 domain-containing protein (mug89), mRNA
2540189 NM_001022306.246.72 42.3 16.2 SPBC17D1.03cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0000176//nuclear exosome (RNase complex);GO:0005829//cytosol;GO:0000177//cytoplasmic exosome (RNase complex);GO:0000178//exosome (RNase complex)GO:0017091//AU-rich element binding;GO:0000175//3'-5'-exoribonuclease activityGO:0006396//RNA processing;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:0034476//U5 snRNA 3'-end processing;GO:0071028//nuclear mRNA surveillance;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic process;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic process;GO:0043928//exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0034473//U1 snRNA 3'-end processing;GO:0006401//RNA catabolic process;GO:0034661//ncRNA catabolic process;GO:0034427//nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0070651//nonfunctional rRNA decay;GO:0034475//U4 snRNA 3'-end processingK12586//exosome complex component RRP43NP_596385.1//exosome subunit Rrp43 (predicted) [Schizosaccharomyces pombe 972h-]putative exosome subunit Rrp43 (SPBC17D1.03c), mRNA
2541976 NM_001018750.238.71 44.5 123.08 SPAC20G8.02GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004620//phospholipase activity;GO:0046872//metal ion bindingGO:0044242//cellular lipid catabolic processNA NP_593319.1//mitochondrial DDHD family phospholipase (predicted) [Schizosaccharomyces pombe 972h-]putative DDHD family phospholipase (SPAC20G8.02), partial mRNA
2542314 NM_001019641.248.39 40.87 31.63 nop12 GO:0005730//nucleolus;GO:0030684//preribosomeGO:0003723//RNA binding;GO:0019843//rRNA bindingGO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingK14837//nucleolar protein 12NP_594218.1//RNA-binding protein Nop12 (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein Nop12 (nop12), mRNA
2540700 NM_001022516.235.25 36.15 12.8 spt4 GO:0032044//DSIF complex;GO:0033553//rDNA heterochromatin;GO:0005724//nuclear telomeric heterochromatin;GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0000790//nuclear chromatin;GO:0000775//chromosome, centromeric region;GO:0005829//cytosol;GO:0000776//kinetochoreGO:0000182//rDNA binding;GO:0003746//translation elongation factor activity;GO:0008270//zinc ion binding;GO:0003700//DNA binding transcription factor activity;GO:0003727//single-stranded RNA binding;GO:0000993//RNA polymerase II core bindingGO:0006397//mRNA processing;GO:0006342//chromatin silencing;GO:0034243//regulation of transcription elongation from RNA polymerase II promoter;GO:0000398//mRNA splicing, via spliceosome;GO:0008298//intracellular mRNA localization;GO:0007059//chromosome segregation;GO:0090262//regulation of transcription-coupled nucleotide-excision repair;GO:0006370//7-methylguanosine mRNA capping;GO:0006351//transcription, DNA-templated;GO:2001208//negative regulation of transcription elongation from RNA polymerase I promoter;GO:0032786//positive regulation of DNA-templated transcription, elongation;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0006325//chromatin organization;GO:2000232//regulation of rRNA processing;GO:2001209//positive regulation of transcription elongation from RNA polymerase I promoterK15171//transcription elongation factor SPT4NP_596596.1//transcription elongation factor complex subunit Spt4 [Schizosaccharomyces pombe 972h-]transcription elongation factor complex subunit Spt4 (spt4), partial mRNA
2540539 NM_001022532.244.97 42.72 15.93 rsm10 GO:0005634//nucleus;GO:0071012//catalytic step 1 spliceosome;GO:0000974//Prp19 complex;GO:0071013//catalytic step 2 spliceosome;GO:0071010//prespliceosome;GO:0071004//U2-type prespliceosome;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complexNA GO:0006396//RNA processing;GO:0006397//mRNA processing;GO:0000349//generation of catalytic spliceosome for first transesterification step;GO:0045292//mRNA cis splicing, via spliceosomeK12867//pre-mRNA-splicing factor SYF1NP_596612.1//complexed with Cdc5 protein Cwf3 [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S10 (rsm10), mRNA
2539223 NM_001022675.246.32 38.4 32.19 SPCC757.05cGO:0005576//extracellular regionGO:0046872//metal ion binding;GO:0016787//hydrolase activity;GO:0008237//metallopeptidase activityGO:0008152//metabolic processK01438//acetylornithine deacetylase [EC:3.5.1.16]NP_587680.1//peptidase family M20 protein [Schizosaccharomyces pombe 972h-]peptidase family M20 protein (SPCC757.05c), mRNA
2540119 NM_001021027.226.11 36.27 80.41 tms1 GO:0005829//cytosolGO:0003939//L-iditol 2-dehydrogenase activity;GO:0008270//zinc ion binding;GO:0046526//D-xylulose reductase activity;GO:0016491//oxidoreductase activityGO:0019407//hexitol catabolic processK05351 NP_595120.1//hexitol dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative hexitol dehydrogenase (tms1), mRNA
2540076 NM_001021325.246.12 35.87 26.71 esf1 GO:0005634//nucleus;GO:0005730//nucleolusGO:0003723//RNA bindingGO:0006364//rRNA processingK03138//transcription initiation factor TFIIF subunit alphaNP_595418.1//pre-rRNA processing protein Esf1 (predicted) [Schizosaccharomyces pombe 972h-]putative pre-rRNA processing protein Esf1 (esf1), mRNA
2538816 NM_001023315.246.53 43.54 16.12 rpb3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005950//anthranilate synthase complex;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004049//anthranilate synthase activityGO:0000162//tryptophan biosynthetic processK01657//anthranilate synthase component I [EC:4.1.3.27]NP_588323.1//anthranilate synthase component I (predicted) [Schizosaccharomyces pombe 972h-]RNA polymerase II subunit 3 (rpb3), mRNA

14217816 NM_001356154.130.86 44.63 49.27 tam7 GO:0031307//integral component of mitochondrial outer membraneNA GO:0045040//protein import into mitochondrial outer membrane;GO:0070096//mitochondrial outer membrane translocase complex assemblyNA XP_004001705.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]protein tam7 (tam7), partial mRNA
2540252 NM_001022044.244.27 44.04 25.24 rnh1 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0000790//nuclear chromatinGO:0000287//magnesium ion binding;GO:0004523//RNA-DNA hybrid ribonuclease activity;GO:0003676//nucleic acid bindingGO:1990505//mitotic DNA replication maintenance of fidelity;GO:0043137//DNA replication, removal of RNA primerK03469//ribonuclease HI [EC:3.1.26.4]NP_596126.1//ribonuclease H Rnh1 (predicted) [Schizosaccharomyces pombe 972h-]putative ribonuclease H Rnh1 (rnh1), mRNA
2541032 NM_001021665.247.62 44.17 36.45 SPBC3H7.11 GO:0005634//nucleus;GO:0005829//cytosolGO:0008168//methyltransferase activity;GO:0052735//tRNA (cytosine-3-)-methyltransferase activityGO:0030488//tRNA methylationK17053;K00599//methyltransferase-like protein 6 [EC:2.1.1.-]NP_595764.1//actin binding methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative actin binding methyltransferase (SPBC3H7.11), partial mRNA
2543324 NM_001018446.243.55 46.74 23.57 vps17 GO:0005768//endosome;GO:0030904//retromer complex;GO:0005634//nucleus;GO:0019898//extrinsic component of membrane;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005628//prospore membraneGO:0003958//NADPH-hemoprotein reductase activity;GO:0050661//NADP binding;GO:0010181//FMN binding;GO:0050660//flavin adenine dinucleotide binding;GO:0035091//phosphatidylinositol bindingGO:1901300//positive regulation of hydrogen peroxide-mediated programmed cell death;GO:0042147//retrograde transport, endosome to Golgi;GO:0016192//vesicle-mediated transport;GO:0006886//intracellular protein transport;GO:0016226//iron-sulfur cluster assembly;GO:0016050//vesicle organization;GO:0032120//ascospore-type prospore membrane assembly;GO:0006897//endocytosis;GO:0045429//positive regulation of nitric oxide biosynthetic process;GO:0006809//nitric oxide biosynthetic processK00327//NADPH-ferrihemoprotein reductase [EC:1.6.2.4];K00380//sulfite reductase (NADPH) flavoprotein alpha-component [EC:1.8.1.2]NP_593047.1//retromer complex subunit Vps17 [Schizosaccharomyces pombe 972h-]retromer complex subunit Vps17 (vps17), mRNA
2542458 NM_001019985.248.92 44.6 17.72 SPAC30.02c GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0002098//tRNA wobble uridine modification;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK15456//protein KTI12NP_594556.1//elongator complex associated protein Kti2 (predicted) [Schizosaccharomyces pombe 972h-]putative elongator complex-associated protein Kti2 (SPAC30.02c), mRNA
2539321 NM_001022916.243.34 39.99 16.34 rml2 GO:0005762//mitochondrial large ribosomal subunitGO:0003723//RNA binding;GO:0016740//transferase activity;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK02938//large subunit ribosomal protein L8eNP_587925.2//mitochondrial ribosomal protein subunit L2 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L2 (rml2), mRNA
2542120 NM_001019336.239.99 38.09 20.04 SPAC6F6.13cGO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membraneGO:0016787//hydrolase activityNA K14773//U3 small nucleolar RNA-associated protein 23;K03510//DNA polymerase iota [EC:2.7.7.7]NP_593906.1//DUF726 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC6F6.13c), mRNA

NR_151009.1 NR_151009.1 69.8 82.19 45.62 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016811//hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides;GO:0016740//transferase activityGO:0006541//glutamine metabolic processK20457;K01951//GMP synthase (glutamine-hydrolysing) [EC:6.3.5.2]NP_592932.1//amidotransferase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.645), miscRNA
2540399 NM_001022134.252.57 47.26 13.61 SPBC2A9.06cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016765//transferase activity, transferring alkyl or aryl (other than methyl) groups;GO:0045547//dehydrodolichyl diphosphate synthase activityGO:0006486//protein glycosylation;GO:0019408//dolichol biosynthetic processK19177//dehydrodolichyl diphosphate syntase complex subunit NUS1 [EC:2.5.1.87]NP_596215.1//di-trans,poly-cis-decaprenylcistransferase (predicted) [Schizosaccharomyces pombe 972h-]putative ditrans,polycis-decaprenylcistransferase (SPBC2A9.06c), mRNA
2541466 NM_001020343.243.28 40.96 54.36 SPAC14C4.06cGO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005737//cytoplasmGO:0008143//poly(A) binding;GO:0036002//pre-mRNA binding;GO:0046872//metal ion bindingGO:1902373//negative regulation of mRNA catabolic process;GO:1900364//negative regulation of mRNA polyadenylation;GO:0043488//regulation of mRNA stability;GO:0043144//snoRNA processing;GO:0006378//mRNA polyadenylationNA NP_594911.1//poly(A) binding protein Nab2 (predicted) [Schizosaccharomyces pombe 972h-]putative poly(A)-binding protein Nab2 (SPAC14C4.06c), mRNA
2539001 NM_001023521.252.18 45.91 35.09 SPCC1494.08cGO:0005938//cell cortexNA NA NA NP_588533.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1494.08c), mRNA
2540865 NM_001022343.254.91 48.73 18.09 usp102 GO:0005685//U1 snRNP;GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005730//nucleolusGO:0003723//RNA binding;GO:0030619//U1 snRNA binding;GO:0035614//snRNA stem-loop bindingGO:0000398//mRNA splicing, via spliceosome;GO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosomeK11094//U2 small nuclear ribonucleoprotein B'';K21767//tubulin-specific chaperone DNP_596424.1//U1 snRNP-associated protein Usp102 [Schizosaccharomyces pombe 972h-]U1 snRNP-associated protein Usp102 (usp102), mRNA
2539641 NM_001021811.340.01 37.56 24.21 cut2 GO:0005634//nucleus;GO:0072687//meiotic spindle;GO:1990520//separase-securin complex;GO:0005737//cytoplasmGO:0004866//endopeptidase inhibitor activity;GO:0030414//peptidase inhibitor activityGO:0006355//regulation of transcription, DNA-templated;GO:0045143//homologous chromosome segregation;GO:0051301//cell division;GO:0051276//chromosome organization;GO:2000816//negative regulation of mitotic sister chromatid separation;GO:0006974//cellular response to DNA damage stimulusNA NP_595904.2//securin, sister chromatid separation inhibitor [Schizosaccharomyces pombe 972h-]securin cut2 (cut2), partial mRNA
2539568 NM_001023257.238.75 37.12 44.46 cia1 GO:0016021//integral component of membraneNA NA K10753//histone chaperone ASF1;K01183//chitinase [EC:3.2.1.14]AAQ82688.1//Epa4p [[Candida] glabrata]histone chaperone Cia1 (cia1), mRNA
3361327 NM_001022256.236.26 34.63 12.93 mis17 GO:0005634//nucleus;GO:0031511//Mis6-Sim4 complex;GO:0000778//condensed nuclear chromosome kinetochoreNA GO:0000070//mitotic sister chromatid segregation;GO:0051301//cell division;GO:0061641//CENP-A containing chromatin organizationK12575 NP_001018835.1//kinetochore protein Mis17 [Schizosaccharomyces pombe 972h-]kinetochore protein Mis17 (mis17), mRNA

NR_149959.1 NR_149959.1 25.74 20.81 15.96 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.111), miscRNA
2539079 NM_001023337.241.34 36.77 18.76 SPCC1223.01GO:0005829//cytosol;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activity;GO:0003676//nucleic acid bindingGO:2000765//regulation of cytoplasmic translation;GO:0072344//rescue of stalled ribosomeK14855//ribosome assembly protein 4NP_588346.2//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPCC1223.01), mRNA
2539160 NM_001023387.231.52 28.14 14.36 SPCC18.17c GO:0005634//nucleus;GO:0000502//proteasome complex;GO:0005829//cytosol;GO:0008540//proteasome regulatory particle, base subcomplexNA GO:0070682//proteasome regulatory particle assembly;GO:0043248//proteasome assemblyNA NP_588396.1//26S proteasome non-ATPase regulatory subunit (predicted) [Schizosaccharomyces pombe 972h-]putative proteasome non-ATPase regulatory subunit (SPCC18.17c), mRNA
2539074 NM_001023058.227.49 26.75 9.66 pgp1 GO:0000408//EKC/KEOPS complex;GO:0005739//mitochondrionGO:0004252//serine-type endopeptidase activity;GO:0046872//metal ion binding;GO:0004222//metalloendopeptidase activity;GO:0008270//zinc ion binding;GO:0061711//N(6)-L-threonylcarbamoyladenine synthaseGO:0072670//mitochondrial tRNA threonylcarbamoyladenosine modificationK01409//N6-L-threonylcarbamoyladenine synthase [EC:2.3.1.234]NP_588066.1//mitochondrial metallopeptidase involved in genome maintenance Pgp1 [Schizosaccharomyces pombe 972h-]metallopeptidase Pgp1 (pgp1), mRNA
2542613 NM_001018280.220.89 29.35 20.6 SPAC18B11.03cGO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0032153//cell division siteGO:0016740//transferase activity;GO:0008080//N-acetyltransferase activityGO:0042493//response to drugNA NP_592880.2//N-acetyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative N-acetyltransferase (SPAC18B11.03c), mRNA
2539822 NM_001023771.245.66 41.83 64.51 SPBC16G5.02cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0019200//carbohydrate kinase activity;GO:0005524//ATP binding;GO:0004747//ribokinase activityGO:0046835//carbohydrate phosphorylation;GO:0019303//D-ribose catabolic process;GO:0006014//D-ribose metabolic processK00852//ribokinase [EC:2.7.1.15]NP_596751.1//ribokinase (predicted) [Schizosaccharomyces pombe 972h-]putative ribokinase (SPBC16G5.02c), mRNA
2541975 NM_001018753.246.96 44.09 17.65 cdc15 GO:0032178//medial membrane band;GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0043332//mating projection tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0043495//protein membrane anchorGO:1903475//mitotic actomyosin contractile ring assembly;GO:1903476//protein localization to cell division site involved in mitotic actomyosin contractile ring assembly;GO:0061166//establishment of endoplasmic reticulum localization involved in endoplasmic reticulum polarization at cell division site;GO:1903474//maintenance of mitotic actomyosin contractile ring localizationK20121//formin-binding protein 1;K19851NP_593322.1//extended Fer/CIP4 (EFC) domain protein Cdc15 [Schizosaccharomyces pombe 972h-]extended Fer/CIP4 (EFC) domain protein Cdc15 (cdc15), mRNA
2540854 NM_001022348.254.19 53.78 18.06 SPBC4B4.12cGO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionNA NA NA NP_596429.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC4B4.12c), mRNA
2542686 NM_001019584.234.9 34.02 36.53 SPAC26A3.17cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0019702//protein-arginine N5-methyltransferase activity;GO:0016274//protein-arginine N-methyltransferase activityGO:0042254//ribosome biogenesis;GO:0046498//S-adenosylhomocysteine metabolic process;GO:0046500//S-adenosylmethionine metabolic process;GO:0018216//peptidyl-arginine methylationK18477//type IV protein arginine methyltransferase [EC:2.1.1.322]NP_594160.2//N-methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative N-methyltransferase (SPAC26A3.17c), mRNA
2543463 NM_001018354.248.12 45.65 37.36 SPAPB21F2.03GO:0005634//nucleus;GO:0030686//90S preribosome;GO:0005730//nucleolus;GO:0030688//preribosome, small subunit precursorGO:0030515//snoRNA bindingGO:0006364//rRNA processingK14804 NP_592954.1//ribosome biogenesis protein (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein (SPAPB21F2.03), mRNA
2543517 NM_001019508.237.62 36.31 17.61 SPAC3G9.05GO:0051286//cell tip;GO:0030427//site of polarized growth;GO:0000935//division septum;GO:1902716//cell cortex of growing cell tip;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0005519//cytoskeletal regulatory protein binding;GO:0005078//MAP-kinase scaffold activity;GO:0005096//GTPase activator activityGO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0030010//establishment of cell polarity;GO:0007266//Rho protein signal transduction;GO:0007015//actin filament organizationK19846 NP_594077.1//GTPase activating protein (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein (SPAC3G9.05), mRNA
2543630 NM_001018403.248.5 40.22 55.8 rrp6 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005730//nucleolus;GO:0000176//nuclear exosome (RNase complex);GO:1990251//Mmi1 nuclear focus;GO:0000178//exosome (RNase complex)GO:0008408//3'-5' exonuclease activity;GO:0003723//RNA binding;GO:0000166//nucleotide binding;GO:0000175//3'-5'-exoribonuclease activity;GO:0003676//nucleic acid bindingGO:0006396//RNA processing;GO:0034661//ncRNA catabolic process;GO:0033621//nuclear-transcribed mRNA catabolic process, meiosis-specific transcripts;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0070651//nonfunctional rRNA decay;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic process;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic processK12591//exosome complex exonuclease RRP6 [EC:3.1.13.-]NP_593004.2//exosome 3'-5' exoribonuclease subunit Rrp6 (predicted) [Schizosaccharomyces pombe 972h-]putative exosome 3'-5' exoribonuclease subunit Rrp6 (rrp6), mRNA
2541783 NM_001020367.231.63 29.51 14.3 SPAC11E3.11cGO:0005938//cell cortex;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0005086//ARF guanyl-nucleotide exchange factor activityGO:0006886//intracellular protein transport;GO:0032012//regulation of ARF protein signal transduction;GO:0016192//vesicle-mediated transport;GO:0051523//cell growth mode switching, monopolar to bipolarK12494//PH and SEC7 domain-containing proteinNP_594936.1//guanyl-nucleotide exchange factor (predicted) [Schizosaccharomyces pombe 972h-]putative guanyl-nucleotide exchange factor (SPAC11E3.11c), mRNA
2541863 NM_001020262.238.79 32.65 17.38 rna1 GO:0000781//chromosome, telomeric region;GO:0031965//nuclear membrane;GO:0005829//cytosolGO:0005096//GTPase activator activityGO:0046827//positive regulation of protein export from nucleus;GO:0006407//rRNA export from nucleus;GO:0000054//ribosomal subunit export from nucleus;GO:0006409//tRNA export from nucleus;GO:0006606//protein import into nucleus;GO:0006404//RNA import into nucleus;GO:0006348//chromatin silencing at telomereK14319//Ran GTPase-activating protein 1XP_002175509.1//ran GAP Rna1 [Schizosaccharomyces japonicus yFS275]Ran GAP Rna1 (rna1), mRNA
2540551 NM_001022521.345.66 47.87 18.98 SPBC23E6.01cGO:0005685//U1 snRNP;GO:0010494//cytoplasmic stress granule;GO:0071004//U2-type prespliceosome;GO:0005829//cytosol;GO:0000932//P-bodyGO:0003723//RNA binding;GO:0003729//mRNA bindingGO:0006376//mRNA splice site selectionK13201//nucleolysin TIA-1/TIARNP_596601.2//mRNA processing factor (predicted) [Schizosaccharomyces pombe 972h-]putative mRNA processing factor (SPBC23E6.01c), mRNA
2540163 NM_001023790.331.55 31.08 18.23 SPBC1652.02GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneGO:0015171//amino acid transmembrane transporter activityNA K16261 NP_596769.2//APC amino acid transporter (predicted) [Schizosaccharomyces pombe 972h-]putative APC amino acid transporter (SPBC1652.02), mRNA
2539502 NM_001022825.227.14 26.31 3.25 mrpl4 GO:0005761//mitochondrial ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK17428//large subunit ribosomal protein L47NP_587832.1//mitochondrial ribosomal protein subunit L4 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L4 (mrpl4), partial mRNA
2542323 NM_001020017.252.63 58.43 86.3 SPAC9E9.15 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionNA GO:0006461//protein complex assemblyK06158//ATP-binding cassette, subfamily F, member 3NP_594588.1//CIA30 protein (predicted) [Schizosaccharomyces pombe 972h-]putative protein CIA30 (SPAC9E9.15), mRNA
2540724 NM_001021881.238.17 41.43 57.6 ppr3 GO:0097221//M/G1 phase-specific MADS box-forkhead transcription factor complex;GO:0005829//cytosol;GO:0031966//mitochondrial membrane;GO:0005739//mitochondrionGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003723//RNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0004519//endonuclease activity;GO:0046983//protein dimerization activityGO:0006397//mRNA processing;GO:0051301//cell division;GO:0009451//RNA modification;GO:0008380//RNA splicing;GO:0007049//cell cycle;GO:0140053//mitochondrial gene expressionK09265 NP_595973.1//mitochondrial PPR repeat protein Ppr3 [Schizosaccharomyces pombe 972h-]PPR repeat-containing protein Ppr3 (ppr3), mRNA
2539149 NM_001023410.239.35 36.03 15.39 cdc11 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0032947//protein complex scaffold activityGO:0000281//mitotic cytokinesis;GO:0031028//septation initiation signaling;GO:0034613//cellular protein localization;GO:0000917//division septum assemblyK20237 NP_588419.1//SIN component scaffold protein cdc11 [Schizosaccharomyces pombe 972h-]SIN component scaffold protein cdc11 (cdc11), mRNA
2540417 NM_001022506.247.85 46.59 43.28 SPBC21C3.06GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_596586.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC21C3.06), partial mRNA
2542985 NM_001018900.235.55 36.17 14.58 SPAC105.03cGO:0005634//nucleus;GO:0000324//fungal-type vacuole;GO:0005829//cytosolGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001128//RNA polymerase II transcription coactivator activity involved in preinitiation complex assembly;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0045848//positive regulation of nitrogen utilization;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0001080//nitrogen catabolite activation of transcription from RNA polymerase II promoterK03457;K01427//urease [EC:3.5.1.5]NP_593467.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPAC105.03c), mRNA
2543671 NM_001019302.240.15 39.6 7.15 pct1 GO:0005634//nucleus;GO:0031533//mRNA cap methyltransferase complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0035870//dITP diphosphatase activity;GO:0004651//polynucleotide 5'-phosphatase activity;GO:0004170//dUTP diphosphatase activity;GO:0016887//ATPase activityGO:0046081//dUTP catabolic process;GO:0009452//7-methylguanosine RNA capping;GO:0006370//7-methylguanosine mRNA capping;GO:0006226//dUMP biosynthetic process;GO:0035863//dITP catabolic process;GO:0098507//polynucleotide 5' dephosphorylationK01520//dUTP pyrophosphatase [EC:3.6.1.23]NP_593872.1//RNA 5'-triphosphatase [Schizosaccharomyces pombe 972h-]RNA 5'-triphosphatase (pct1), mRNA
2543434 NM_001356085.136.67 35.8 59.39 dph3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0009055//electron transfer activity;GO:0046872//metal ion binding;GO:0005506//iron ion binding;GO:0008270//zinc ion bindingGO:0002098//tRNA wobble uridine modification;GO:0017183//peptidyl-diphthamide biosynthetic process from peptidyl-histidineK15455//diphthamide biosynthesis protein 3NP_593951.1//diphthamide biosynthesis protein Dph3 (predicted) [Schizosaccharomyces pombe 972h-]putative diphthamide biosynthesis protein Dph3 (dph3), mRNA
2541766 NM_001018568.238.54 40.9 21.5 fap2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005576//extracellular regionGO:0050660//flavin adenine dinucleotide binding;GO:0051698//saccharopine oxidase activityGO:0019477//L-lysine catabolic processK00306//sarcosine oxidase / L-pipecolate oxidase [EC:1.5.3.1 1.5.3.7];K17833NP_593171.1//L-saccharopine oxidase [Schizosaccharomyces pombe 972h-]L-saccharopine oxidase (fap2), mRNA
2540710 NM_001021387.237.29 34.32 18.25 SPBC4.03c GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0030127//COPII vesicle coatGO:0008270//zinc ion bindingGO:0032511//late endosome to vacuole transport via multivesicular body sorting pathway;GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK14007//protein transport protein SEC24NP_595476.1//COPII-coated vesicle component Sfb3 (predicted) [Schizosaccharomyces pombe 972h-]putative COPII-coated vesicle-associated protein Sfb3 (SPBC4.03c), mRNA
2539148 NM_001023138.228.77 26.01 15.73 gdh2 GO:0005829//cytosolGO:0004352//glutamate dehydrogenase (NAD+) activityGO:0019551//glutamate catabolic process to 2-oxoglutarateK15371//glutamate dehydrogenase [EC:1.4.1.2]NP_588149.1//NAD-dependent glutamate dehydrogenase Gdh2 (predicted) [Schizosaccharomyces pombe 972h-]putative NAD-dependent glutamate dehydrogenase Gdh2 (gdh2), mRNA
2540129 NM_001021864.227.09 23.2 21.39 ned8 GO:0005634//nucleus;GO:0005829//cytosol;GO:0019005//SCF ubiquitin ligase complexGO:0031386//protein tagGO:0045116//protein neddylationK12158//ubiquitin-like protein Nedd8NP_595955.1//ubiquitin-like protein modifier Ned8 [Schizosaccharomyces pombe 972h-]ubiquitin-like protein modifier Ned8 (ned8), mRNA

NR_151293.1 NR_151293.1 17.75 24.5 589.42 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.906), miscRNA
2542940 NM_001018325.247.71 47.8 29.91 SPAC31A2.12GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0005509//calcium ion bindingGO:0070086//ubiquitin-dependent endocytosisK20062 NP_592924.1//arrestin/PY protein 1 (predicted) [Schizosaccharomyces pombe 972h-]putative arrestin/PY protein 1 (SPAC31A2.12), mRNA
2539016 NM_001022844.239.01 37.92 21.07 mob2 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005938//cell cortex;GO:0005934//cellular bud tip;GO:0043332//mating projection tip;GO:0005935//cellular bud neck;GO:0032153//cell division siteGO:0016301//kinase activity;GO:0030295//protein kinase activator activityGO:0007118//budding cell apical bud growth;GO:2000100//regulation of establishment or maintenance of bipolar cell polarity regulating cell shape;GO:0000920//cell separation after cytokinesis;GO:0007165//signal transduction;GO:0007163//establishment or maintenance of cell polarity;GO:0051301//cell division;GO:0007049//cell cycleK06685//MOB kinase activator 1NP_587851.1//protein kinase activator Mob2 [Schizosaccharomyces pombe 972h-]protein kinase activator Mob2 (mob2), mRNA
2540726 NM_001356014.134.99 32.52 37.56 SPBC216.01cGO:0005634//nucleus;GO:0030289//protein phosphatase 4 complexGO:0019888//protein phosphatase regulator activityGO:0006282//regulation of DNA repairK17491//protein phosphatase 4 regulatory subunit 3XP_001713123.1//DNA damage response protein (predicted) [Schizosaccharomyces pombe 972h-]putative DNA damage response protein (SPBC216.01c), mRNA
2538999 NM_001023225.251.68 50.31 16.99 hmg1 GO:0042175//nuclear outer membrane-endoplasmic reticulum membrane network;GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0005635//nuclear envelope;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005778//peroxisomal membraneGO:0050661//NADP binding;GO:0004420//hydroxymethylglutaryl-CoA reductase (NADPH) activityGO:0010142//farnesyl diphosphate biosynthetic process, mevalonate pathway;GO:0019287//isopentenyl diphosphate biosynthetic process, mevalonate pathway;GO:0015936//coenzyme A metabolic process;GO:0006696//ergosterol biosynthetic processK00021//hydroxymethylglutaryl-CoA reductase (NADPH) [EC:1.1.1.34]NP_588235.1//3-hydroxy-3-methylglutaryl-CoA reductase Hmg1 [Schizosaccharomyces pombe 972h-]3-hydroxy-3-methylglutaryl-CoA reductase Hmg1 (hmg1), mRNA
2540247 NM_001022040.248.39 41.38 43.03 SPBC336.02 GO:0072686//mitotic spindle;GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030688//preribosome, small subunit precursorGO:0003723//RNA binding;GO:0052909//18S rRNA (adenine(1779)-N(6)/adenine(1780)-N(6))-dimethyltransferase activity;GO:0000179//rRNA (adenine-N6,N6-)-dimethyltransferase activityGO:0000154//rRNA modification;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14191//18S rRNA (adenine1779-N6/adenine1780-N6)-dimethyltransferase [EC:2.1.1.183]NP_596122.1//18S rRNA dimethylase (predicted) [Schizosaccharomyces pombe 972h-]putative SSU rRNA dimethylase (SPBC336.02), mRNA
2541140 NM_001021254.237.93 34.45 32.28 SPBC713.07cGO:0005774//vacuolar membrane;GO:0000329//fungal-type vacuole membrane;GO:0005634//nucleus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0000298//endopolyphosphatase activity;GO:0005524//ATP binding;GO:0003910//DNA ligase (ATP) activityGO:0006273//lagging strand elongation;GO:0006797//polyphosphate metabolic process;GO:0071897//DNA biosynthetic process;GO:0006260//DNA replication;GO:0051103//DNA ligation involved in DNA repair;GO:0006310//DNA recombinationK06018;K10747//DNA ligase 1 [EC:6.5.1.1 6.5.1.6 6.5.1.7]NP_595346.1//vacuolar polyphosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative polyphosphatase (SPBC713.07c), mRNA
9407237 NM_001356128.138.15 40.6 18.23 emc5 GO:0072546//ER membrane protein complex;GO:0016021//integral component of membraneNA GO:1990456//mitochondrion-endoplasmic reticulum membrane tetheringNA XP_002742512.1//ER membrane protein complex subunit 5 (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein SPAP4C9.02 (emc5), mRNA
2539077 NM_001023413.233.6 31.93 9.07 npp106 GO:0016020//membrane;GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0017056//structural constituent of nuclear poreGO:0016973//poly(A)+ mRNA export from nucleus;GO:0006406//mRNA export from nucleus;GO:0006606//protein import into nucleus;GO:0015031//protein transport;GO:0051028//mRNA transport;GO:0051292//nuclear pore complex assemblyK14309//nuclear pore complex protein Nup93NP_588422.1//nucleoporin Npp106 [Schizosaccharomyces pombe 972h-]nucleoporin Npp106 (npp106), mRNA

NR_150560.1 NR_150560.1 49.74 46.59 12.99 NA GO:0016021//integral component of membrane;GO:0042721//mitochondrial inner membrane protein insertion complexGO:0008565//protein transporter activityGO:0045039//protein import into mitochondrial inner membraneK17792 NP_596696.1//TIM22 inner membrane protein import complex subunit Tim54 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1664), miscRNA
2541778 NM_001018502.235.05 32.33 13.5 SPAC23G3.05cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneNA GO:0051301//cell division;GO:0008104//protein localization;GO:0007049//cell cycleK12404//ADP-ribosylation factor-binding protein GGANP_593105.1//regulator of G-protein signaling (RGS) domain (predicted) [Schizosaccharomyces pombe 972h-]putative RGS domain-containing family protein (SPAC23G3.05c), mRNA
2541621 NM_001020294.237.3 41.62 44.54 SPAC29A4.17cGO:0031307//integral component of mitochondrial outer membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005741//mitochondrial outer membraneNA GO:0000422//autophagy of mitochondrionNA NP_594865.1//mitocondrial FUN14 family protein [Schizosaccharomyces pombe 972h-]mitocondrial FUN14 family protein (SPAC29A4.17c), mRNA
2543079 NM_001018857.244.65 43.94 33.7 SPAC343.04cGO:0005634//nucleus;GO:0005829//cytosol;GO:0034657//GID complex;GO:0005737//cytoplasmNA GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0045721//negative regulation of gluconeogenesisK14963//COMPASS component SWD3NP_593424.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (SPAC343.04c), mRNA
2543019 NM_001018738.242.81 40.55 12.05 cyp1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complexGO:0003755//peptidyl-prolyl cis-trans isomerase activityGO:0006457//protein foldingK12733//peptidyl-prolyl cis-trans isomerase-like 1 [EC:5.2.1.8]NP_593308.1//cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp1 [Schizosaccharomyces pombe 972h-]cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp1 (cyp1), mRNA
2543601 NM_001019551.233.44 32.11 46.25 SPAPB1E7.01cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0016021//integral component of membraneNA NA NA NP_594127.1//conserved fungal family [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB1E7.01c), mRNA
2542606 NM_001356187.133.33 32.27 27.89 sst2 GO:0005768//endosome;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0061578//Lys63-specific deubiquitinase activity;GO:0070530//K63-linked polyubiquitin modification-dependent protein binding;GO:0008237//metallopeptidase activity;GO:0008270//zinc ion binding;GO:0036459//thiol-dependent ubiquitinyl hydrolase activityGO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0045324//late endosome to vacuole transport;GO:0070536//protein K63-linked deubiquitination;GO:0035871//protein K11-linked deubiquitinationK11866//STAM-binding protein [EC:3.4.19.12]NP_594773.1//AMSH-like protease [Schizosaccharomyces pombe 972h-]AMSH-like ubiquitin-specific protease (sst2), mRNA
2542861 NM_001019146.248.99 42.68 8.05 msa1 GO:0005829//cytosolGO:0003723//RNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0031138//negative regulation of conjugation with cellular fusionK13201//nucleolysin TIA-1/TIAR;K13126//polyadenylate-binding proteinNP_593715.2//RNA-binding protein Msa1 [Schizosaccharomyces pombe 972h-]RNA-binding protein Msa1 (msa1), mRNA
2538747 NM_001023135.243.85 38.83 41.78 SPCC132.01cGO:1990112//RQC complex;GO:0005829//cytosolNA GO:1990116//ribosome-associated ubiquitin-dependent protein catabolic processNA NP_588145.2//nuclear export mediator factor NEMF [Schizosaccharomyces pombe 972h-]nuclear export mediator factor NEMF (SPCC132.01c), mRNA
2542503 NM_001019209.233.01 30.84 7.61 dcp2 GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005845//mRNA cap binding complex;GO:0098745//Dcp1-Dcp2 complex;GO:0005829//cytosol;GO:0000932//P-body;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0003723//RNA binding;GO:0016787//hydrolase activity;GO:0050072//m7G(5')pppN diphosphatase activity;GO:0005524//ATP binding;GO:0003727//single-stranded RNA binding;GO:0030145//manganese ion bindingGO:0006397//mRNA processing;GO:0031087//deadenylation-independent decapping of nuclear-transcribed mRNA;GO:0000290//deadenylation-dependent decapping of nuclear-transcribed mRNA;GO:0034428//nuclear-transcribed mRNA catabolic process, exonucleolytic, 5'-3'K12613//mRNA-decapping enzyme subunit 2 [EC:3.6.1.62]NP_593780.1//mRNA decapping complex catalytic subunit Dcp2 [Schizosaccharomyces pombe 972h-]mRNA-decapping complex catalytic subunit Dcp2 (dcp2), mRNA
2540032 NM_001022128.249.26 43.42 41.88 top1 GO:0005634//nucleus;GO:0031298//replication fork protection complex;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0003917//DNA topoisomerase type I activityGO:0006333//chromatin assembly or disassembly;GO:0007059//chromosome segregation;GO:0006338//chromatin remodeling;GO:0006260//DNA replication;GO:0006271//DNA strand elongation involved in DNA replication;GO:0007076//mitotic chromosome condensation;GO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0000019//regulation of mitotic recombination;GO:0006325//chromatin organization;GO:0000183//chromatin silencing at rDNA;GO:0006265//DNA topological change;GO:0007097//nuclear migrationK03163//DNA topoisomerase I [EC:5.99.1.2]NP_596209.1//DNA topoisomerase I [Schizosaccharomyces pombe 972h-]DNA topoisomerase I (top1), mRNA
2540674 NM_001023762.250.42 39.04 64.86 nop14 GO:0005634//nucleus;GO:0030692//Noc4p-Nop14p complex;GO:0032040//small-subunit processome;GO:0005730//nucleolusGO:0030515//snoRNA bindingGO:0042274//ribosomal small subunit biogenesis;GO:0030490//maturation of SSU-rRNAK14766//nucleolar protein 14NP_596742.1//U3 snoRNP protein Nop14 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP protein Nop14 (nop14), mRNA
2539654 NM_001021113.243.15 40.59 28.52 sec11 GO:0016020//membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005787//signal peptidase complexGO:0008233//peptidase activity;GO:0008236//serine-type peptidase activityGO:0045047//protein targeting to ER;GO:0006465//signal peptide processingK13280//signal peptidase I [EC:3.4.21.89]NP_595207.1//signal peptidase subunit Sec11 (predicted) [Schizosaccharomyces pombe 972h-]putative signal peptidase subunit Sec11 (sec11), mRNA
2540001 NM_001023858.234.5 33.88 12.4 SPBC1289.13cGO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0031228//intrinsic component of Golgi membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0031278//alpha-1,2-galactosyltransferase activity;GO:0016757//transferase activity, transferring glycosyl groupsGO:0006493//protein O-linked glycosylation;GO:0042125//protein galactosylation;GO:0006487//protein N-linked glycosylation;GO:0006491//N-glycan processing;GO:0009272//fungal-type cell wall biogenesisK05532;K10971NP_596837.1//alpha-1,2-galactosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative alpha-1,2-galactosyltransferase (SPBC1289.13c), mRNA
2541889 NM_001018374.235.32 30.29 12.15 pom1 GO:0035839//non-growing cell tip;GO:0051286//cell tip;GO:0030427//site of polarized growth;GO:0031234//extrinsic component of cytoplasmic side of plasma membrane;GO:0030428//cell septum;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0008289//lipid binding;GO:0004712//protein serine/threonine/tyrosine kinase activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0072453//signal transduction involved in G2 cell size control checkpoint;GO:1903077//negative regulation of protein localization to plasma membrane;GO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:2000769//regulation of establishment or maintenance of cell polarity regulating cell shape;GO:1903505//regulation of establishment of actomyosin contractile ring localization involved in mitotic cell cycle;GO:0034613//cellular protein localization;GO:1903067//negative regulation of protein localization to cell tip;GO:0010972//negative regulation of G2/M transition of mitotic cell cycle;GO:0051519//activation of bipolar cell growthK18669//dual specificity tyrosine-phosphorylation-regulated kinase 2/3/4 [EC:2.7.12.1]NP_592974.1//DYRK family protein kinase Pom1 [Schizosaccharomyces pombe 972h-]DYRK family protein kinase Pom1 (pom1), mRNA
2543429 NM_001018308.236.33 37.4 16.87 SPAC630.12 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0016787//hydrolase activityGO:0006506//GPI anchor biosynthetic process;GO:0006888//ER to Golgi vesicle-mediated transportNA NP_592908.1//ER lipid phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative lipid phosphatase (SPAC630.12), mRNA
2542488 NM_001019997.240.12 37.85 27.67 SPAC29E6.10cGO:0005829//cytosol;GO:0005737//cytoplasmNA NA K14798//protein LTV1;K18626//trichohyalinNP_594568.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC29E6.10c), mRNA
2538987 NM_001023192.237.68 36.32 14.5 elp4 GO:0005634//nucleus;GO:0008023//transcription elongation factor complex;GO:0005829//cytosol;GO:0033588//Elongator holoenzyme complex;GO:0000123//histone acetyltransferase complex;GO:0005737//cytoplasmGO:0000993//RNA polymerase II core bindingGO:0002098//tRNA wobble uridine modification;GO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0043967//histone H4 acetylation;GO:0043966//histone H3 acetylation;GO:0002926//tRNA wobble base 5-methoxycarbonylmethyl-2-thiouridinylation;GO:0140018//regulation of cytoplasmic translational fidelityK11375//elongator complex protein 4NP_588202.1//elongator complex subunit Elp4 (predicted) [Schizosaccharomyces pombe 972h-]putative elongator complex subunit Elp4 (elp4), mRNA

NR_149991.1 NR_149991.1 49.91 50.24 12.12 NA GO:0005761//mitochondrial ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK17428//large subunit ribosomal protein L47NP_587832.1//mitochondrial ribosomal protein subunit L4 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1139), miscRNA
2539322 NM_001023499.224.98 20.85 13.61 lsm8 GO:0005634//nucleus;GO:0005688//U6 snRNP;GO:0030532//small nuclear ribonucleoprotein complex;GO:0071011//precatalytic spliceosome;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0003723//RNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosome;GO:0006364//rRNA processingK12627//U6 snRNA-associated Sm-like protein LSm8NP_588509.1//U6 snRNP-associated protein Lsm8 (predicted) [Schizosaccharomyces pombe 972h-]putative U6 snRNP-associated protein Lsm8 (lsm8), partial mRNA
2541897 NM_001018820.231.48 29.39 20.78 rbx1 GO:0080008//Cul4-RING E3 ubiquitin ligase complex;GO:0005634//nucleus;GO:0031467//Cul7-RING ubiquitin ligase complex;GO:0005737//cytoplasm;GO:0031462//Cul2-RING ubiquitin ligase complex;GO:0005829//cytosol;GO:0031463//Cul3-RING ubiquitin ligase complex;GO:0043224//nuclear SCF ubiquitin ligase complexGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0097602//cullin family protein binding;GO:0019788//NEDD8 transferase activityGO:0045116//protein neddylation;GO:0006355//regulation of transcription, DNA-templated;GO:0016569//covalent chromatin modification;GO:0031146//SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0006351//transcription, DNA-templated;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic processK03868//RING-box protein 1NP_593388.1//RING-box protein 1 [Schizosaccharomyces pombe 972h-]RING-box protein 1 (rbx1), mRNA
2543420 NM_001018979.235.12 32.62 15.42 mdm31 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:1900208//regulation of cardiolipin metabolic process;GO:0000001//mitochondrion inheritance;GO:0006873//cellular ion homeostasisK17979 NP_593546.1//mitochondrial inner membrane protein Mdm31 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Mdm31 (mdm31), mRNA
2542189 NM_001018910.244.11 49.11 36.86 SPAC17A5.09cGO:0005634//nucleus;GO:0005829//cytosolGO:0004864//protein phosphatase inhibitor activityGO:0043666//regulation of phosphoprotein phosphatase activity;GO:0009966//regulation of signal transductionK16833//protein phosphatase inhibitor 2NP_593477.1//protein phosphatase regulatory subunit Glc9 (predicted) [Schizosaccharomyces pombe 972h-]putative protein phosphatase regulatory subunit Glc9 (SPAC17A5.09c), mRNA
2539303 NM_001022941.223.23 24.48 13.05 gnr1 GO:0005834//heterotrimeric G-protein complex;GO:0005829//cytosolNA GO:0090029//negative regulation of pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0045744//negative regulation of G-protein coupled receptor protein signaling pathwayNA NP_587950.1//heterotrimeric G protein beta subunit Gnr1 [Schizosaccharomyces pombe 972h-]heterotrimeric G protein beta subunit Gnr1 (gnr1), mRNA
2540324 NM_001021748.246.74 38.73 19.17 rrs1 GO:0005654//nucleoplasm;GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorNA GO:0000055//ribosomal large subunit export from nucleus;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processing;GO:0042273//ribosomal large subunit biogenesisK14852//regulator of ribosome biosynthesisNP_595844.1//ribosome biogenesis protein Rrs1 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Rrs1 (rrs1), mRNA
2540218 NM_001356224.142.74 37.84 38.4 SPBC32H8.04cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA NA K06889//uncharacterized protein;K14566//U3 small nucleolar RNA-associated protein 24AAB53686.1//temperature sensitive supressor of Saccharomyces cerevisiae bem1/bud5, partial [Schizosaccharomyces pombe]putative rRNA processing protein Fcf1 (SPBC32H8.04c), mRNA
2543327 NM_001018418.132.97 35.61 18.56 csk1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0004693//cyclin-dependent protein serine/threonine kinase activity;GO:0019912//cyclin-dependent protein kinase activating kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0030295//protein kinase activator activity;GO:0016538//cyclin-dependent protein serine/threonine kinase regulator activityGO:1901409//positive regulation of phosphorylation of RNA polymerase II C-terminal domain;GO:0007165//signal transduction;GO:0051445//regulation of meiotic cell cycleK07760 NP_593019.1//cyclin-dependent kinase activating kinase Csk1 [Schizosaccharomyces pombe 972h-]cyclin-dependent kinase-activating kinase Csk1 (csk1), partial mRNA
2539054 NM_001022703.238.45 37.53 13.35 alg11 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0004377//GDP-Man:Man3GlcNAc2-PP-Dol alpha-1,2-mannosyltransferase activityGO:0006490//oligosaccharide-lipid intermediate biosynthetic process;GO:0006486//protein glycosylation;GO:0009312//oligosaccharide biosynthetic process;GO:0033577//protein glycosylation in endoplasmic reticulumK03844//alpha-1,2-mannosyltransferase [EC:2.4.1.131]NP_587708.1//alpha-1,2-mannosyltransferase Alg11 [Schizosaccharomyces pombe 972h-]alpha-1,2-mannosyltransferase Alg11 (alg11), mRNA
2541449 NM_001019375.251.86 44.8 39.82 SPAC3F10.16cGO:0005829//cytosol;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0042254//ribosome biogenesis;GO:0000027//ribosomal large subunit assembly;GO:0015031//protein transportK14539//large subunit GTPase 1 [EC:3.6.1.-]NP_593948.1//GTP binding protein, HSR1-related (predicted) [Schizosaccharomyces pombe 972h-]putative HSR1-like GTP-binding protein (SPAC3F10.16c), mRNA
2541443 NM_001020365.245.81 48.18 57.02 pyp3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004725//protein tyrosine phosphatase activityGO:0007124//pseudohyphal growth;GO:0001403//invasive growth in response to glucose limitation;GO:0007165//signal transduction;GO:0051301//cell division;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0007049//cell cycleK01104//protein-tyrosine phosphatase [EC:3.1.3.48];K18035//receptor-type tyrosine-protein phosphatase O [EC:3.1.3.48]NP_594934.1//protein-tyrosine phosphatase Pyp3 [Schizosaccharomyces pombe 972h-]protein-tyrosine phosphatase Pyp3 (pyp3), mRNA
2541016 NM_001022009.230.31 29.02 35.26 fnx2 GO:0000329//fungal-type vacuole membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0031166//integral component of vacuolar membrane;GO:0005737//cytoplasmGO:0015188//L-isoleucine transmembrane transporter activity;GO:0015189//L-lysine transmembrane transporter activity;GO:0015182//L-asparagine transmembrane transporter activityGO:0090456//lysine transmembrane import into vacuole;GO:1903714//isoleucine transmembrane transport;GO:1990591//asparagine transmembrane import into vacuoleK22134;K10866//DNA repair protein RAD50 [EC:3.6.-.-]NP_596093.1//vacuolar membrane amino acid uptake transporter Fnx2 [Schizosaccharomyces pombe 972h-]vacuolar membrane amino acid uptake transporter Fnx2 (fnx2), mRNA
2539393 NM_001355903.142.55 43.69 23.33 vcx1 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0015369//calcium:proton antiporter activity;GO:0015386//potassium:proton antiporter activity;GO:0046872//metal ion binding;GO:0015085//calcium ion transmembrane transporter activityGO:0070588//calcium ion transmembrane transport;GO:0006874//cellular calcium ion homeostasisK07300//Ca2+:H+ antiporterNP_588042.1//CaCA proton/calcium exchanger (predicted) [Schizosaccharomyces pombe 972h-]putative CaCA proton/calcium exchanger (vcx1), mRNA
2542693 NM_001020043.2161.34 161.49 1541.01 SPAC27D7.09cGO:0005634//nucleus;GO:0005737//cytoplasmNA NA K11245;K19898NP_594615.1//But2 family protein [Schizosaccharomyces pombe 972h-]But2 family protein (SPAC27D7.09c), mRNA
2538992 NM_001023389.239.33 32.15 27.75 rpc34 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005666//DNA-directed RNA polymerase III complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0001056//RNA polymerase III activityGO:0042797//tRNA transcription from RNA polymerase III promoter;GO:0006383//transcription from RNA polymerase III promoterK03025//DNA-directed RNA polymerase III subunit RPC6NP_588398.1//DNA-directed RNA polymerase III complex subunit Rpc34 (predicted) [Schizosaccharomyces pombe 972h-]putative DNA-directed RNA polymerase III complex subunit Rpc34 (rpc34), mRNA
2540485 NM_001022585.234.03 31.22 11.17 SPBC3B9.05 GO:0005758//mitochondrial intermembrane spaceGO:0008270//zinc ion bindingGO:0045041//protein import into mitochondrial intermembrane spaceNA NP_596663.1//helper of TIM (predicted) [Schizosaccharomyces pombe 972h-]putative protein TIM chaperone (SPBC3B9.05), mRNA
2543616 NM_001019250.239.9 38.54 24.99 cwf21 GO:0005684//U2-type spliceosomal complex;GO:0005634//nucleus;GO:0005737//cytoplasmNA GO:0045292//mRNA cis splicing, via spliceosomeK13172//serine/arginine repetitive matrix protein 2NP_593820.1//complexed with Cdc5 protein Cwf21 [Schizosaccharomyces pombe 972h-]protein Cwf21 (cwf21), mRNA
2542851 NM_001019138.241.42 34.62 16.21 are1 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0034737//ergosterol O-acyltransferase activity;GO:0008374//O-acyltransferase activityGO:0008204//ergosterol metabolic process;GO:0006696//ergosterol biosynthetic processK00637//sterol O-acyltransferase [EC:2.3.1.26]NP_593707.1//acyl-coA-sterol acyltransferase Are1 (predicted) [Schizosaccharomyces pombe 972h-]putative acyl-coA-sterol acyltransferase Are1 (are1), mRNA
2540426 NM_001022528.240.08 36.86 23.13 rfc1 GO:0005663//DNA replication factor C complex;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0043596//nuclear replication fork;GO:0043599//nuclear DNA replication factor C complex;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0003689//DNA clamp loader activity;GO:0005524//ATP binding;GO:0003682//chromatin bindingGO:0051301//cell division;GO:1903460//mitotic DNA replication leading strand elongation;GO:0006271//DNA strand elongation involved in DNA replication;GO:0070914//UV-damage excision repairK10754//replication factor C subunit 1NP_596607.1//DNA replication factor C complex subunit Rfc1 [Schizosaccharomyces pombe 972h-]DNA replication factor C complex subunit Rfc1 (rfc1), mRNA
2542446 NM_001019214.254.03 43.6 63.92 SPAC19A8.07cGO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0034457//Mpp10 complexGO:0030515//snoRNA binding;GO:0003723//RNA binding;GO:0043047//single-stranded telomeric DNA binding;GO:0042134//rRNA primary transcript bindingGO:0042274//ribosomal small subunit biogenesis;GO:0006364//rRNA processingK14561//U3 small nucleolar ribonucleoprotein protein IMP4NP_593785.1//U3 snoRNP-associated protein Imp4 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Imp4 (SPAC19A8.07c), mRNA
2543598 NM_001019128.240.05 37.45 8.56 SPAC4G9.14GO:0005794//Golgi apparatus;GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA K13348//protein Mpv17NP_593696.1//mitochondrial Mpv17/PMP22 family protein 2 (predicted) [Schizosaccharomyces pombe 972h-]putative PMP22 family protein 2 (SPAC4G9.14), mRNA
2541573 NM_001020001.242.86 39.02 28.31 dus3 GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0102265//tRNA-dihydrouridine47 synthase activity;GO:0017150//tRNA dihydrouridine synthase activity;GO:0050660//flavin adenine dinucleotide bindingGO:0002943//tRNA dihydrouridine synthesisK05544//tRNA-dihydrouridine synthase 3 [EC:1.3.1.89]NP_594572.1//tRNA dihydrouridine synthase Dus3 (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA dihydrouridine synthase Dus3 (dus3), mRNA
2539697 NM_001022334.240.93 38.72 25.12 nup82 GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0044612//nuclear pore linkers;GO:0005635//nuclear envelope;GO:0016021//integral component of membrane;GO:0044614//nuclear pore cytoplasmic filamentsGO:0005215//transporter activityGO:0000055//ribosomal large subunit export from nucleus;GO:0006406//mRNA export from nucleus;GO:0006913//nucleocytoplasmic transport;GO:0000056//ribosomal small subunit export from nucleus;GO:0006606//protein import into nucleusK18719 NP_596415.1//nucleoporin Nup82 [Schizosaccharomyces pombe 972h-]nucleoporin Nup82 (nup82), mRNA
2539076 NM_001023185.243.88 44.96 25.83 SPCC61.04c GO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0030173//integral component of Golgi membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0017137//Rab GTPase bindingGO:0048280//vesicle fusion with Golgi apparatus;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0015031//protein transportK20363//protein transport protein YIP1NP_588195.1//Rab GTPase binding (predicted) [Schizosaccharomyces pombe 972h-]putative Rab GTPase-binding protein (SPCC61.04c), mRNA
2542930 NM_001018773.233.28 32.73 37.95 vps53 GO:0010008//endosome membrane;GO:0000938//GARP complex;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0042147//retrograde transport, endosome to Golgi;GO:0016192//vesicle-mediated transportK20299//vacuolar protein sorting-associated protein 53NP_593341.1//GARP complex subunit Vps53 (predicted) [Schizosaccharomyces pombe 972h-]putative GARP complex subunit Vps53 (vps53), mRNA
2539649 NM_001021859.236.94 36.65 18.25 pck2 GO:0051286//cell tip;GO:0005622//intracellular;GO:0000935//division septum;GO:0032153//cell division siteGO:0046872//metal ion binding;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004697//protein kinase C activityGO:0018105//peptidyl-serine phosphorylation;GO:2000769//regulation of establishment or maintenance of cell polarity regulating cell shape;GO:0050732//negative regulation of peptidyl-tyrosine phosphorylation;GO:0035556//intracellular signal transduction;GO:0090334//regulation of cell wall (1->3)-beta-D-glucan biosynthetic process;GO:0032949//regulation of alpha-glucan biosynthetic process;GO:0009272//fungal-type cell wall biogenesisK18050//novel protein kinase C epsilon type [EC:2.7.11.13];K02677//classical protein kinase C alpha type [EC:2.7.11.13]NP_595950.1//protein kinase C (PKC)-like Pck2 [Schizosaccharomyces pombe 972h-]protein kinase C (PKC)-like Pck2 (pck2), mRNA
2541749 NM_001019813.2,NM_001019814.246.82 46.61 22.32 plp1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016763//transferase activity, transferring pentosyl groups;GO:0046872//metal ion binding;GO:0008479//queuine tRNA-ribosyltransferase activityGO:0008616//queuosine biosynthetic process;GO:0006457//protein folding;GO:0101030//tRNA-guanine transglycosylation;GO:0006400//tRNA modification;GO:0009968//negative regulation of signal transduction;GO:0019236//response to pheromone;GO:0045454//cell redox homeostasisK00773//queuine tRNA-ribosyltransferase [EC:2.4.2.29]NP_594391.3//queuine tRNA-ribosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]thioredoxin domain-containing protein (plp1), mRNA;putative queuine tRNA-ribosyltransferase (plp1), mRNA

NR_150983.1 NR_150983.1 24.27 19.66 15.57 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:1990174//phosphodiesterase decapping endonuclease activity;GO:0050072//m7G(5')pppN diphosphatase activity;GO:0052845//inositol-5-diphosphate-1,2,3,4,6-pentakisphosphate diphosphatase activity;GO:0052844//inositol-3-diphosphate-1,2,4,5,6-pentakisphosphate diphosphatase activity;GO:0034431//bis(5'-adenosyl)-hexaphosphatase activity;GO:0052848//inositol-3,5-bisdiphosphate-2,3,4,6-tetrakisphosphate 5-diphosphatase activity;GO:0046872//metal ion binding;GO:0052846//inositol-1,5-bisdiphosphate-2,3,4,6-tetrakisphosphate 1-diphosphatase activity;GO:0034432//bis(5'-adenosyl)-pentaphosphatase activity;GO:0008486//diphosphoinositol-polyphosphate diphosphatase activity;GO:0000298//endopolyphosphatase activity;GO:0052847//inositol-1,5-bisdiphosphate-2,3,4,6-tetrakisphosphate 5-diphosphatase activity;GO:0052840//inositol diphosphate tetrakisphosphate diphosphatase activity;GO:0052843//inositol-1-diphosphate-2,3,4,5,6-pentakisphosphate diphosphatase activityGO:0071543//diphosphoinositol polyphosphate metabolic process;GO:0046855//inositol phosphate dephosphorylation;GO:1901907//diadenosine pentaphosphate catabolic process;GO:0006798//polyphosphate catabolic process;GO:1901906//diadenosine pentaphosphate metabolic process;GO:0015959//diadenosine polyphosphate metabolic process;GO:1901911//adenosine 5'-(hexahydrogen pentaphosphate) catabolic process;GO:1901909//diadenosine hexaphosphate catabolic processK07766//diphosphoinositol-polyphosphate diphosphatase [EC:3.6.1.52]NP_592840.1//diadenosine 5',5'''-p1,p6-hexaphosphate hydrolase Aps1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.620), miscRNA
2541267 NM_001021470.235.53 32.86 16.59 shq1 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0051082//unfolded protein bindingGO:0006364//rRNA processing;GO:0000493//box H/ACA snoRNP assemblyK14764//protein SHQ1;K08490//syntaxin 5NP_595575.1//box H/ACA snoRNP assembly protein Shq1 (predicted) [Schizosaccharomyces pombe 972h-]putative box H/ACA snoRNP assembly protein Shq1 (shq1), mRNA
2542533 NM_001019655.232.83 36.02 30.88 SPAC1B1.02cGO:0005829//cytosolGO:0003951//NAD+ kinase activityGO:0006741//NADP biosynthetic process;GO:0019674//NAD metabolic processK00858//NAD+ kinase [EC:2.7.1.23]NP_594232.1//NAD/NADH kinase (predicted) [Schizosaccharomyces pombe 972h-]putative NAD/NADH kinase (SPAC1B1.02c), mRNA
2539867 NM_001022315.252.83 46.21 106.09 SPBC11C11.05GO:0009277//fungal-type cell wall;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005576//extracellular regionNA GO:0042546//cell wall biogenesis;GO:0031505//fungal-type cell wall organization;GO:0006078//(1->6)-beta-D-glucan biosynthetic process;GO:0009272//fungal-type cell wall biogenesisNA NP_596394.1//KRE9 family cell wall biosynthesis protein (predicted) [Schizosaccharomyces pombe 972h-]putative KRE9-like protein (SPBC11C11.05), mRNA
2542375 NM_001019526.233.54 34.84 17.33 trs120 GO:0032154//cleavage furrow;GO:0030008//TRAPP complex;GO:0005802//trans-Golgi network;GO:0035838//growing cell tip;GO:0005801//cis-Golgi network;GO:0032153//cell division siteNA GO:0006886//intracellular protein transport;GO:0061796//membrane addition at site of mitotic cytokinesis;GO:0006893//Golgi to plasma membrane transportK20306//trafficking protein particle complex subunit 9NP_594102.1//TRAPP complex subunit Trs120 (predicted) [Schizosaccharomyces pombe 972h-]putative TRAPP complex subunit Trs120 (trs120), mRNA
2541297 NM_001021649.248.21 38.4 30.5 nop52 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030688//preribosome, small subunit precursor;GO:0030687//preribosome, large subunit precursorNA GO:0006364//rRNA processingK14849//ribosomal RNA-processing protein 1NP_595749.1//nucleolar protein Nop52 family (predicted) [Schizosaccharomyces pombe 972h-]putative Nop52 family nucleolar protein (nop52), mRNA
2540242 NM_001022069.240.23 39.47 27.27 SPBC32F12.07cGO:0005634//nucleus;GO:0000307//cyclin-dependent protein kinase holoenzyme complex;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0008024//cyclin/CDK positive transcription elongation factor complexGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016538//cyclin-dependent protein serine/threonine kinase regulator activity;GO:0016874//ligase activityGO:1901409//positive regulation of phosphorylation of RNA polymerase II C-terminal domain;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0051301//cell division;GO:0006370//7-methylguanosine mRNA capping;GO:0006897//endocytosis;GO:1901407//regulation of phosphorylation of RNA polymerase II C-terminal domain;GO:0045737//positive regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0007049//cell cycleK15564;K15563NP_596150.1//ubiquitin-protein ligase E3, MARCH family (predicted) [Schizosaccharomyces pombe 972h-]putative MARCH family ubiquitin-protein ligase E3 (SPBC32F12.07c), mRNA
2538940 NM_001023456.236.14 35.75 28.21 SPCC1620.07cGO:0071782//endoplasmic reticulum tubular network;GO:0005783//endoplasmic reticulum;GO:0005635//nuclear envelope;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0046872//metal ion bindingGO:1990809//endoplasmic reticulum tubular network membrane organization;GO:0071786//endoplasmic reticulum tubular network organizationNA NP_588465.1//protein lunapark [Schizosaccharomyces pombe 972h-]protein lunapark (SPCC1620.07c), mRNA
2541634 NM_001019376.250.59 42.08 36.82 SPAC3F10.17GO:0005634//nucleus;GO:0034448//EGO complex;GO:0005829//cytosol;GO:0030688//preribosome, small subunit precursor;GO:0031902//late endosome membraneNA GO:0042254//ribosome biogenesis;GO:0000056//ribosomal small subunit export from nucleus;GO:0042274//ribosomal small subunit biogenesisK14798//protein LTV1NP_593949.1//ribosome biogenesis protein Ltv1 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Ltv1 (SPAC3F10.17), mRNA
2539783 NM_001023847.244.32 45.02 46.6 uap2 GO:0005684//U2-type spliceosomal complex;GO:0005686//U2 snRNPGO:0003723//RNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosomeK13093//HIV Tat-specific factor 1NP_596826.1//U2 snRNP-associated protein Uap2 [Schizosaccharomyces pombe 972h-]U2 snRNP-associated protein Uap2 (uap2), mRNA
2538861 NM_001023460.242.96 44 21.93 nup97 GO:0016020//membrane;GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0005635//nuclear envelope;GO:0005622//intracellular;GO:0012505//endomembrane system;GO:0005829//cytosol;GO:0005798//Golgi-associated vesicle;GO:0005886//plasma membraneGO:0017056//structural constituent of nuclear pore;GO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0090630//activation of GTPase activity;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0006886//intracellular protein transport;GO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0051321//meiotic cell cycle;GO:0031338//regulation of vesicle fusion;GO:0006606//protein import into nucleus;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0051292//nuclear pore complex assemblyK14309//nuclear pore complex protein Nup93NP_588469.1//nuclear pore complex component nup97 [Schizosaccharomyces pombe 972h-]nuclear pore complex component nup97 (nup97), mRNA
2540657 NM_001356241.144.07 39.88 18.34 SPBC1E8.02 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0032446//protein modification by small protein conjugationK11245;K04523//ubiquilinNP_595800.1//ubiquitin-like protein [Schizosaccharomyces pombe 972h-]putative ubiquitin family protein (SPBC1E8.02), mRNA
2543436 NM_001019261.237.54 39.46 28.92 tlg2 GO:0010008//endosome membrane;GO:0012505//endomembrane system;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0031201//SNARE complex;GO:0016021//integral component of membraneGO:0000149//SNARE binding;GO:0005484//SNAP receptor activityGO:0006886//intracellular protein transport;GO:0006906//vesicle fusion;GO:0048278//vesicle docking;GO:0016192//vesicle-mediated transportK08489//syntaxin 16NP_593832.1//SNARE Tlg2 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE protein Tlg2 (tlg2), mRNA
2539665 NM_001022542.240.16 39.09 25.44 SPBC1604.19cGO:0005634//nucleus;GO:1990072//TRAPPIII protein complex;GO:0005829//cytosol;GO:0031410//cytoplasmic vesicle;GO:0000407//phagophore assembly site;GO:0030008//TRAPP complex;GO:0032153//cell division siteNA GO:0006886//intracellular protein transport;GO:0034497//protein localization to phagophore assembly site;GO:0051321//meiotic cell cycle;GO:0030242//autophagy of peroxisome;GO:0044804//autophagy of nucleus;GO:0006914//autophagy;GO:0006888//ER to Golgi vesicle-mediated transportK20305//trafficking protein particle complex subunit 8NP_596621.1//TRAPP complex subunit Trs85 (predicted) [Schizosaccharomyces pombe 972h-]putative TRAPP complex subunit Trs85 (SPBC1604.19c), mRNA
2541987 NM_001018841.240.23 37.83 11.94 tad3 GO:0052718//tRNA-specific adenosine-34 deaminase complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0052717//tRNA-specific adenosine-34 deaminase activity;GO:0003824//catalytic activityGO:0002100//tRNA wobble adenosine to inosine editingK15442//tRNA-specific adenosine deaminase 3NP_593408.1//tRNA specific adenosine deaminase subunit Tad3 [Schizosaccharomyces pombe 972h-]tRNA-specific adenosine deaminase subunit Tad3 (tad3), mRNA

NR_151086.1 NR_151086.1 24.29 21.66 14.5 NA GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneNA NA NA NP_593226.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.716), miscRNA
NR_150173.1 NR_150173.1 17.86 29.43 79.93 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0000015//phosphopyruvate hydratase complexGO:0000287//magnesium ion binding;GO:0004634//phosphopyruvate hydratase activityGO:0061621//canonical glycolysis;GO:0006096//glycolytic processK01689//enolase [EC:4.2.1.11]NP_001018769.2//enolase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1302), miscRNA

2539242 NM_001023391.248.82 46.29 12.86 ams2 GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0034506//chromosome, centromeric core domain;GO:0000790//nuclear chromatinGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0019237//centromeric DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0071459//protein localization to chromosome, centromeric region;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0034080//CENP-A containing nucleosome assemblyNA NP_588400.2//cell cycle regulated GATA-type transcription factor Ams2 [Schizosaccharomyces pombe 972h-]GATA-type transcription factor Ams2 (ams2), mRNA
2541870 NM_001018840.242.01 39.71 23.53 SPAP27G11.03GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0005524//ATP bindingGO:0001732//formation of cytoplasmic translation initiation complex;GO:0051301//cell division;GO:1905143//eukaryotic translation initiation factor 2 complex assembly;GO:0045948//positive regulation of translational initiation;GO:0007049//cell cycle;GO:0006417//regulation of translation;GO:0007050//cell cycle arrestNA NP_593407.1//D123 family protein [Schizosaccharomyces pombe 972h-]D123 family protein (SPAP27G11.03), mRNA
2540342 NM_001355814.122.63 18.85 30.05 liz1 GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0015233//pantothenate transmembrane transporter activityGO:0098717//pantothenate import across plasma membraneK03448 NP_596430.1//pantothenate transporter Liz1 [Schizosaccharomyces pombe 972h-]pantothenate transporter Liz1 (liz1), mRNA
2538697 NM_001022712.238.18 41.78 16.92 atp23 GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005758//mitochondrial intermembrane space;GO:0005743//mitochondrial inner membraneGO:0046872//metal ion binding;GO:0004222//metalloendopeptidase activityGO:0033615//mitochondrial proton-transporting ATP synthase complex assembly;GO:0034982//mitochondrial protein processingK18156//mitochondrial inner membrane protease ATP23 [EC:3.4.24.-]NP_587717.1//mitochondrial inner membrane peptidase Atp23 (predicted) [Schizosaccharomyces pombe 972h-]putative peptidase Atp23 (atp23), mRNA
2540894 NM_001021224.241.11 41.42 19.83 mod5 GO:0035839//non-growing cell tip;GO:0051286//cell tip;GO:0031234//extrinsic component of cytoplasmic side of plasma membrane;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0043495//protein membrane anchorGO:2000769//regulation of establishment or maintenance of cell polarity regulating cell shape;GO:0034613//cellular protein localizationK01183//chitinase [EC:3.2.1.14]NP_595317.1//Tea1 anchoring protein Mod5 [Schizosaccharomyces pombe 972h-]Tea1-anchoring protein Mod5 (mod5), mRNA
2538789 NM_001023152.243.1 41.16 18.28 cid2 GO:0005739//mitochondrionNA NA K20792//N-alpha-acetyltransferase 15/16, NatA auxiliary subunitNP_588163.1//caffeine induced death protein Cid2 [Schizosaccharomyces pombe 972h-]protein Cid2 (cid2), mRNA

NR_151257.1 NR_151257.1 26.45 25.19 15.26 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.873), miscRNA
2539400 NM_001023254.230.64 26.63 20.62 wtf14 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0075297//negative regulation of ascospore formationNA NP_588264.2//wtf element Wtf14 [Schizosaccharomyces pombe 972h-]wtf element Wtf14 (wtf14), mRNA
2543416 NM_001020054.248.72 50.71 20.49 SPAC637.08 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:1904564//Nbp35-Cfd1 ATPase complexGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0005506//iron ion binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0016887//ATPase activityGO:0002098//tRNA wobble uridine modification;GO:0016226//iron-sulfur cluster assemblyK16261;K14012//UBX domain-containing protein 1;K03593//ATP-binding protein involved in chromosome partitioningNP_594626.1//iron-sulfur cluster assembly ATPase Nbp35 (predicted) [Schizosaccharomyces pombe 972h-]putative Fe-sulfur cluster assembly ATPase Nbp35 (SPAC637.08), mRNA
2541605 NM_001019916.244.85 43.54 28.03 spt6 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0008023//transcription elongation factor complex;GO:0035327//transcriptionally active chromatin;GO:0031618//nuclear pericentric heterochromatin;GO:0000790//nuclear chromatinGO:0031491//nucleosome binding;GO:0042393//histone binding;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0003677//DNA binding;GO:0001073//transcription antitermination factor activity, DNA binding;GO:0003746//translation elongation factor activity;GO:0003700//DNA binding transcription factor activityGO:0071931//positive regulation of transcription involved in G1/S transition of mitotic cell cycle;GO:0006338//chromatin remodeling;GO:0031454//regulation of extent of heterochromatin assembly;GO:0071441//negative regulation of histone H3-K14 acetylation;GO:0044382//CLRC ubiquitin ligase complex localization to heterochromatin;GO:0042789//mRNA transcription from RNA polymerase II promoter;GO:0030702//chromatin silencing at centromere;GO:0016973//poly(A)+ mRNA export from nucleus;GO:1900050//negative regulation of histone exchange;GO:0050684//regulation of mRNA processing;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0000183//chromatin silencing at rDNA;GO:0043618//regulation of transcription from RNA polymerase II promoter in response to stress;GO:1900114//positive regulation of histone H3-K9 trimethylation;GO:0001178//regulation of transcriptional start site selection at RNA polymerase II promoter;GO:0034243//regulation of transcription elongation from RNA polymerase II promoter;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0051569//regulation of histone H3-K4 methylation;GO:0006334//nucleosome assembly;GO:0006139//nucleobase-containing compound metabolic process;GO:0000433//negative regulation of transcription from RNA polymerase II promoter by glucose;GO:0070827//chromatin maintenance;GO:0006348//chromatin silencing at telomere;GO:0031440//regulation of mRNA 3'-end processing;GO:0016584//nucleosome positioning;GO:0032784//regulation of DNA-templated transcription, elongation;GO:1900111//positive regulation of histone H3-K9 dimethylation;GO:0060303//regulation of nucleosome density;GO:0000414//regulation of histone H3-K36 methylationK11292//transcription elongation factor SPT6NP_594487.2//transcription elongation factor Spt6 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription elongation factor Spt6 (spt6), mRNA
2541583 NM_001356071.125.66 27.92 47.83 SPAC7D4.09cGO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0016627//oxidoreductase activity, acting on the CH-CH group of donors;GO:0003865//3-oxo-5-alpha-steroid 4-dehydrogenase activityGO:0019408//dolichol biosynthetic process;GO:0006488//dolichol-linked oligosaccharide biosynthetic process;GO:0006629//lipid metabolic processK12345//3-oxo-5-alpha-steroid 4-dehydrogenase 3 [EC:1.3.1.22 1.3.1.94]NP_593849.1//steroid dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative steroid dehydrogenase (SPAC7D4.09c), mRNA
2539793 NM_001021341.240.08 37.22 16.8 pst3 GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0032221//Rpd3S complex;GO:0005829//cytosol;GO:1990483//Clr6 histone deacetylase complex I'';GO:0070210//Rpd3L-Expanded complex;GO:0000790//nuclear chromatinGO:0001106//RNA polymerase II transcription corepressor activityGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006342//chromatin silencing;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0016575//histone deacetylation;GO:0006303//double-strand break repair via nonhomologous end joiningK11644//paired amphipathic helix protein Sin3aNP_595433.1//SIN3 family co-repressor Pst3 [Schizosaccharomyces pombe 972h-]SIN3 family co-repressor Pst3 (pst3), mRNA
2539123 NM_001022924.229.69 29.44 13.43 wee1 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0044732//mitotic spindle pole body;GO:0071341//medial cortical nodeGO:0004713//protein tyrosine kinase activity;GO:0046872//metal ion binding;GO:0004674//protein serine/threonine kinase activity;GO:0004715//non-membrane spanning protein tyrosine kinase activity;GO:0005524//ATP bindingGO:0044878//mitotic cytokinesis checkpoint;GO:0007095//mitotic G2 DNA damage checkpoint;GO:0072413//signal transduction involved in mitotic cell cycle checkpoint;GO:1902402//signal transduction involved in mitotic DNA damage checkpoint;GO:0010972//negative regulation of G2/M transition of mitotic cell cycle;GO:0110031//negative regulation of G2/MI transition of meiotic cell cycle;GO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0051301//cell divisionK03114 NP_587933.1//M phase inhibitor protein kinase Wee1 [Schizosaccharomyces pombe 972h-]protein kinase Wee1 (wee1), mRNA

NR_151170.1 NR_151170.1 27.04 30.09 102.19 NA GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0010181//FMN binding;GO:0003955//NAD(P)H dehydrogenase (quinone) activityGO:0030466//chromatin silencing at silent mating-type cassetteK03809 NP_593615.1//ubiquitinated histone-like protein Uhp1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.793), miscRNA
2541966 NM_001018790.241.23 40.32 38.96 SPAC5D6.12 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneNA GO:0032543//mitochondrial translation;GO:0051321//meiotic cell cycleNA NP_593358.1//mitochondrial translation protein (predicted) [Schizosaccharomyces pombe 972h-]putative translation protein (SPAC5D6.12), mRNA
2540392 NM_001021954.233.32 33.86 19.83 alp4 GO:0000922//spindle pole;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005874//microtubule;GO:0000923//equatorial microtubule organizing center;GO:0032153//cell division site;GO:0008275//gamma-tubulin small complex;GO:0000930//gamma-tubulin complex;GO:0005829//cytosol;GO:0031021//interphase microtubule organizing centerGO:0043015//gamma-tubulin binding;GO:0005200//structural constituent of cytoskeletonGO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:1990734//astral microtubule anchoring at mitotic spindle pole body;GO:0007020//microtubule nucleation;GO:0098863//nuclear migration by microtubule mediated pushing forces;GO:0090307//mitotic spindle assembly;GO:0051321//meiotic cell cycle;GO:0051415//interphase microtubule nucleation by interphase microtubule organizing center;GO:0000917//division septum assembly;GO:0031122//cytoplasmic microtubule organizationK16569//gamma-tubulin complex component 2NP_596044.1//gamma tubulin complex Spc97/GCP2 subunit Alp4 [Schizosaccharomyces pombe 972h-]gamma tubulin complex Spc97/GCP2 subunit Alp4 (alp4), mRNA
2543606 NM_001018648.240.21 39.63 20.02 rad31 GO:0005634//nucleus;GO:0005829//cytosol;GO:0031510//SUMO activating enzyme complex;GO:0005737//cytoplasmGO:0019948//SUMO activating enzyme activityGO:0016925//protein sumoylation;GO:0006974//cellular response to DNA damage stimulusK10684//ubiquitin-like 1-activating enzyme E1 A [EC:6.2.1.45]NP_593251.1//SUMO E1-like activator enzyme Rad31 [Schizosaccharomyces pombe 972h-]SUMO E1-like activator enzyme Rad31 (rad31), mRNA
2538982 NM_001023301.242.34 39.33 20.48 SPCC1450.12GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneGO:0009055//electron transfer activity;GO:0035091//phosphatidylinositol binding;GO:0016491//oxidoreductase activityGO:0009061//anaerobic respirationNA NP_588311.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1450.12), mRNA
2540742 NM_001021882.231.74 26.94 61.57 art1 GO:0005829//cytosol;GO:0000935//division septum;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0005509//calcium ion binding;GO:0005089//Rho guanyl-nucleotide exchange factor activityGO:0000917//division septum assemblyNA NP_595974.1//arrestin family protein [Schizosaccharomyces pombe 972h-]arrestin family protein (art1), mRNA
2540846 NM_001021099.236.39 37.02 16.62 SPBC428.14 GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0031097//medial cortex;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0034973//Sid2-Mob1 complexGO:0016746//transferase activity, transferring acyl groups;GO:0030295//protein kinase activator activity;GO:0016411//acylglycerol O-acyltransferase activityGO:0008654//phospholipid biosynthetic process;GO:0008152//metabolic process;GO:1903473//positive regulation of mitotic actomyosin contractile ring contraction;GO:0034613//cellular protein localization;GO:0031031//positive regulation of septation initiation signaling;GO:0000917//division septum assemblyK15176//RNA polymerase-associated protein CTR9;K06685//MOB kinase activator 1NP_595192.1//1-acylglycerol-3-phosphate acyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative 1-acylglycerol-3-phosphate acyltransferase (SPBC428.14), mRNA

NR_151262.1 NR_151262.1 47.35 38.12 9.97 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0005524//ATP binding;GO:0004163//diphosphomevalonate decarboxylase activityGO:0008299//isoprenoid biosynthetic process;GO:0016126//sterol biosynthetic process;GO:0019287//isopentenyl diphosphate biosynthetic process, mevalonate pathway;GO:0006696//ergosterol biosynthetic processK01597//diphosphomevalonate decarboxylase [EC:4.1.1.33]NP_594027.1//diphosphomevalonate decarboxylase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.878), miscRNA
2542100 NM_001020320.259.18 62.5 338.61 etr1 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0016631//enoyl-[acyl-carrier-protein] reductase activity;GO:0008270//zinc ion binding;GO:0016491//oxidoreductase activityGO:0006633//fatty acid biosynthetic processK07512//mitochondrial trans-2-enoyl-CoA reductase [EC:1.3.1.38]NP_594891.1//enoyl-[acyl-carrier protein] reductase (predicted) [Schizosaccharomyces pombe 972h-]putative enoyl-acyl-carrier-protein reductase etr1 (etr1), mRNA
2541639 NM_001356009.1 44 33.91 23.81 mtr4 GO:0005634//nucleus;GO:0031499//TRAMP complex;GO:0005730//nucleolusGO:0008143//poly(A) binding;GO:0034459//ATP-dependent 3'-5' RNA helicase activity;GO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP bindingGO:0006401//RNA catabolic process;GO:0016078//tRNA catabolic process;GO:0034476//U5 snRNA 3'-end processing;GO:0006364//rRNA processing;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071049//nuclear retention of pre-mRNA with aberrant 3'-ends at the site of transcription;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0043629//ncRNA polyadenylation;GO:0000460//maturation of 5.8S rRNA;GO:0071051//polyadenylation-dependent snoRNA 3'-end processing;GO:0043630//ncRNA polyadenylation involved in polyadenylation-dependent ncRNA catabolic process;GO:0034475//U4 snRNA 3'-end processing;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic process;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic processK12598//ATP-dependent RNA helicase DOB1 [EC:3.6.4.13]NP_593302.1//ATP-dependent RNA helicase, TRAMP complex subunit Mtr4 [Schizosaccharomyces pombe 972h-]TRAMP complex ATP-dependent RNA helicase subunit Mtr4 (mtr4), mRNA
2542931 NM_001019782.230.69 28.4 9.57 SPAC1071.11GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0004726//non-membrane spanning protein tyrosine phosphatase activity;GO:0042602//riboflavin reductase (NADPH) activity;GO:0010181//FMN binding;GO:0003993//acid phosphatase activity;GO:0004725//protein tyrosine phosphatase activity;GO:0016491//oxidoreductase activityNA K14394//low molecular weight phosphotyrosine protein phosphatase [EC:3.1.3.2 3.1.3.48]NP_594361.1//NADH-dependent flavin oxidoreductase (predicted) [Schizosaccharomyces pombe 972h-]putative NADH-dependent flavin oxidoreductase (SPAC1071.11), mRNA
2541937 NM_001018582.239.72 34.22 14.35 alg1 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0019187//beta-1,4-mannosyltransferase activity;GO:0004578//chitobiosyldiphosphodolichol beta-mannosyltransferase activity;GO:0000030//mannosyltransferase activityGO:0006490//oligosaccharide-lipid intermediate biosynthetic process;GO:0006486//protein glycosylation;GO:0006487//protein N-linked glycosylationK03842//beta-1,4-mannosyltransferase [EC:2.4.1.142]NP_593186.1//mannosyltransferase complex subunit Alg1 (predicted) [Schizosaccharomyces pombe 972h-]putative mannosyltransferase complex subunit Alg1 (alg1), partial mRNA
2543109 NM_001020406.240.01 41.08 40.44 tps2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005946//alpha,alpha-trehalose-phosphate synthase complex (UDP-forming);GO:0005737//cytoplasmGO:0004805//trehalose-phosphatase activity;GO:0046872//metal ion binding;GO:0003824//catalytic activity;GO:0016791//phosphatase activityGO:0005992//trehalose biosynthetic process;GO:0070413//trehalose metabolism in response to stressK16055//trehalose 6-phosphate synthase/phosphatase [EC:2.4.1.15 3.1.3.12]NP_594975.1//trehalose-phosphate synthase Tps2 (predicted) [Schizosaccharomyces pombe 972h-]putative trehalose-phosphate synthase Tps2 (tps2), mRNA
2540220 NM_001021311.133.09 31.87 12.33 SPBC337.03 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0030846//termination of RNA polymerase II transcription, poly(A)-coupledK15559//regulator of Ty1 transposition protein 103NP_595404.1//RNA polymerase II transcription termination factor (predicted) [Schizosaccharomyces pombe 972h-]putative RNA polymerase II transcription termination factor (SPBC337.03), partial mRNA
2542161 NM_001019450.228.61 28.52 15.28 cut11 GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0044732//mitotic spindle pole body;GO:0005635//nuclear envelope;GO:0016021//integral component of membrane;GO:0070762//nuclear pore transmembrane ringGO:0043495//protein membrane anchor;GO:0017056//structural constituent of nuclear poreGO:0090307//mitotic spindle assembly;GO:0030474//spindle pole body duplication;GO:0071790//establishment of spindle pole body localization to nuclear envelope;GO:0006999//nuclear pore organization;GO:0015031//protein transport;GO:0051028//mRNA transportK14315//nucleoporin NDC1NP_594025.2//spindle pole body docking protein Cut11 [Schizosaccharomyces pombe 972h-]spindle pole body docking protein Cut11 (cut11), mRNA
2541946 NM_001018482.236.64 39.04 13.58 SPAC2G11.04GO:0005634//nucleus;GO:0005829//cytosolGO:0003676//nucleic acid bindingGO:0045292//mRNA cis splicing, via spliceosomeNA NP_593084.1//RNA-binding protein, G-patch type (predicted) [Schizosaccharomyces pombe 972h-]putative G-patch type RNA-binding protein (SPAC2G11.04), mRNA
2541541 NM_001019926.225.23 23.66 8.33 SPAC1F7.11cGO:0005634//nucleus;GO:0005829//cytosolGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK09241 NP_594497.1//transcription factor, zf-fungal binuclear cluster type (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPAC1F7.11c), mRNA
2541771 NM_001019225.232.34 28.38 18.33 apl6 GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0030665//clathrin-coated vesicle membrane;GO:0030123//AP-3 adaptor complexGO:0008565//protein transporter activityGO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0016192//vesicle-mediated transportK12397//AP-3 complex subunit betaNP_593796.1//AP-3 adaptor complex subunit Apl6 (predicted) [Schizosaccharomyces pombe 972h-]putative AP-3 adaptor complex subunit Apl6 (apl6), mRNA
2539175 NM_001022901.335.59 36.38 20.67 sif2 GO:0031965//nuclear membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0030435//sporulation resulting in formation of a cellular spore;GO:0051321//meiotic cell cycle;GO:0140053//mitochondrial gene expressionNA NP_587910.3//Sad1 interacting factor 2 (predicted) [Schizosaccharomyces pombe 972h-]putative Sad1-interacting factor 2 (sif2), mRNA
2538721 NM_001023523.232.7 31.24 14.93 adn3 GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:1900524//positive regulation of flocculation via cell wall protein-carbohydrate interaction by positive regulation of transcription from RNA polymerase II promoter;GO:0007155//cell adhesion;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0010811//positive regulation of cell-substrate adhesionK19849;K21390;K21391NP_588535.2//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (adn3), mRNA
2540123 NM_001021204.244.02 38.27 23.7 SPBC119.15 GO:0005665//DNA-directed RNA polymerase II, core complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0003924//GTPase activity;GO:0016887//ATPase activityGO:1990022//RNA polymerase III complex localization to nucleus;GO:0044376//RNA polymerase II complex import to nucleus;GO:0007064//mitotic sister chromatid cohesion;GO:1990114//RNA Polymerase II core complex assemblyK06883//uncharacterized proteinNP_595297.1//GTPase npa3 [Schizosaccharomyces pombe 972h-]GTPase npa3 (SPBC119.15), mRNA
2542250 NM_001020122.234.15 32.15 11.04 cis4 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0005385//zinc ion transmembrane transporter activityGO:0006882//cellular zinc ion homeostasis;GO:0010043//response to zinc ion;GO:0071577//zinc II ion transmembrane transport;GO:0061088//regulation of sequestering of zinc ionK14692//solute carrier family 30 (zinc transporter), member 5/7NP_594694.1//cation diffusion family zinc membrane transporter Cis4 [Schizosaccharomyces pombe 972h-]cation diffusion family zinc membrane transporter Cis4 (cis4), mRNA
2540590 NM_001021455.240.04 41.45 36.48 SPBC27B12.14GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0032592//integral component of mitochondrial membraneNA GO:0034551//mitochondrial respiratory chain complex III assembly;GO:0033108//mitochondrial respiratory chain complex assemblyNA NP_595544.1//mitochondrial membrane protein complex assembly protein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC27B12.14), mRNA
2539204 NM_001023287.243.55 40.54 26 SPCC191.08 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0042273//ribosomal large subunit biogenesisNA NP_588297.1//DUF1715 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC191.08), mRNA
2543222 NM_001018559.264.69 58.37 13.13 slp1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0033597//mitotic checkpoint complex;GO:0032153//cell division siteGO:0010997//anaphase-promoting complex binding;GO:1990757//ubiquitin ligase activator activityGO:1905191//positive regulation of metaphase/anaphase transition of meiosis II;GO:0000070//mitotic sister chromatid segregation;GO:0051301//cell division;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0034613//cellular protein localization;GO:1905188//positive regulation of metaphase/anaphase transition of meiosis IK03363//cell division cycle 20, cofactor of APC complexNP_593161.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (slp1), mRNA
2540361 NM_001021600.243.56 41.65 17.75 klp5 GO:0061673//mitotic spindle astral microtubule;GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0055028//cortical microtubule;GO:0044732//mitotic spindle pole body;GO:0015630//microtubule cytoskeleton;GO:1990023//mitotic spindle midzone;GO:0005737//cytoplasm;GO:0005873//plus-end kinesin complex;GO:0005829//cytosol;GO:0000777//condensed chromosome kinetochore;GO:1990295//post-anaphase microtubule array;GO:0005871//kinesin complexGO:0005524//ATP binding;GO:0008017//microtubule binding;GO:0016887//ATPase activity;GO:0008574//ATP-dependent microtubule motor activity, plus-end-directedGO:1990942//mitotic metaphase chromosome recapture;GO:0007018//microtubule-based movement;GO:0010938//cytoplasmic microtubule depolymerization;GO:1990758//mitotic sister chromatid biorientation;GO:0007019//microtubule depolymerization;GO:0099607//lateral attachment of mitotic spindle microtubules to kinetochore;GO:0000070//mitotic sister chromatid segregation;GO:1902426//deactivation of mitotic spindle assembly checkpoint;GO:0051305//chromosome movement towards spindle pole;GO:0051301//cell division;GO:0007052//mitotic spindle organizationK10401//kinesin family member 18/19NP_595703.1//kinesin-like protein Klp5 [Schizosaccharomyces pombe 972h-]kinesin-like protein Klp5 (klp5), mRNA
2541107 NM_001021280.242.32 40.9 30.26 orc5 GO:0031261//DNA replication preinitiation complex;GO:0005634//nucleus;GO:0005656//nuclear pre-replicative complex;GO:0005664//nuclear origin of replication recognition complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003688//DNA replication origin binding;GO:0005524//ATP binding;GO:0016887//ATPase activityGO:1902975//mitotic DNA replication initiation;GO:0007064//mitotic sister chromatid cohesionK02607//origin recognition complex subunit 5NP_595372.1//origin recognition complex subunit Orc5 [Schizosaccharomyces pombe 972h-]origin recognition complex subunit Orc5 (orc5), mRNA

NR_151239.1 NR_151239.1 39.31 55.47 138.3 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityNA NA NP_593960.2//NAD binding dehydrogenase family protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.857), miscRNA
2542023 NM_001019061.241.44 41.4 32.94 ufd2 GO:0005634//nucleus;GO:0000151//ubiquitin ligase complex;GO:0005737//cytoplasmGO:0034450//ubiquitin-ubiquitin ligase activity;GO:0016874//ligase activityGO:0071361//cellular response to ethanol;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0031398//positive regulation of protein ubiquitination;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0000209//protein polyubiquitinationK10597//ubiquitin conjugation factor E4 B [EC:2.3.2.27]NP_593630.1//ubiquitin-protein ligase E4 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E4 (ufd2), mRNA
2539299 NM_001022870.242.89 36.42 30.59 SPCC1672.07GO:0034388//Pwp2p-containing subcomplex of 90S preribosome;GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005829//cytosol;GO:0032153//cell division siteNA GO:0006364//rRNA processingK14554//U3 small nucleolar RNA-associated protein 21NP_587878.1//U3 snoRNP-associated protein Utp21 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Utp21 (SPCC1672.07), mRNA
2540207 NM_001022445.250.81 45.25 35.03 SPBP8B7.17cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008902//hydroxymethylpyrimidine kinase activity;GO:0005524//ATP binding;GO:0008972//phosphomethylpyrimidine kinase activityGO:0009228//thiamine biosynthetic process;GO:0009229//thiamine diphosphate biosynthetic processK00877 NP_596524.1//TENA/THI family protein [Schizosaccharomyces pombe 972h-]TENA/THI family protein (SPBP8B7.17c), mRNA
2542953 NM_001020282.230.12 30.12 25.46 rgf2 GO:0051286//cell tip;GO:0005829//cytosol;GO:0000935//division septum;GO:0030428//cell septum;GO:0051285//cell cortex of cell tipGO:0005089//Rho guanyl-nucleotide exchange factor activityGO:0030476//ascospore wall assembly;GO:0035023//regulation of Rho protein signal transduction;GO:0035556//intracellular signal transduction;GO:0051666//actin cortical patch localization;GO:0000917//division septum assembly;GO:0060622//regulation of ascospore wall beta-glucan biosynthetic process;GO:0009272//fungal-type cell wall biogenesisK19842 NP_594853.1//RhoGEF Rgf2 [Schizosaccharomyces pombe 972h-]RhoGEF Rgf2 (rgf2), mRNA
2543068 NM_001018607.239.21 39.54 17.47 SPAC30D11.06cGO:0016021//integral component of membraneGO:0005215//transporter activity;GO:0022857//transmembrane transporter activityGO:0006810//transportK12399//AP-3 complex subunit sigmaNP_593211.1//DUF300 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC30D11.06c), mRNA
2541413 NM_001021188.236.81 38.3 16.44 gpt1 GO:0005788//endoplasmic reticulum lumen;GO:0005783//endoplasmic reticulumGO:0051787//misfolded protein binding;GO:0051082//unfolded protein binding;GO:0005509//calcium ion binding;GO:0003980//UDP-glucose:glycoprotein glucosyltransferase activity;GO:0005537//mannose bindingGO:0097359//UDP-glucosylation;GO:0006486//protein glycosylation;GO:0018279//protein N-linked glycosylation via asparagine;GO:0071712//ER-associated misfolded protein catabolic process;GO:0051084//'de novo' posttranslational protein folding;GO:0006078//(1->6)-beta-D-glucan biosynthetic process;GO:0030968//endoplasmic reticulum unfolded protein responseK11718//UDP-glucose:glycoprotein glucosyltransferase [EC:2.4.1.-]NP_595281.1//UDP-glucose-glycoprotein glucosyltransferase Gpt1 [Schizosaccharomyces pombe 972h-]UDP-glucose--glycoprotein glucosyltransferase Gpt1 (gpt1), mRNA
2541521 NM_001018632.243.03 33.07 33.61 rpc11 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005666//DNA-directed RNA polymerase III complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA binding;GO:0001056//RNA polymerase III activity;GO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingGO:0006386//termination of RNA polymerase III transcription;GO:0042779//tRNA 3'-trailer cleavage;GO:0042797//tRNA transcription from RNA polymerase III promoter;GO:0006384//transcription initiation from RNA polymerase III promoter;GO:0006379//mRNA cleavageK03019//DNA-directed RNA polymerase III subunit RPC11NP_593235.1//DNA-directed RNA polymerase III complex subunit Rpc11 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase III complex subunit Rpc11 (rpc11), mRNA
2540651 NM_001023833.238.37 31.17 22.08 SPBC244.02cGO:0034388//Pwp2p-containing subcomplex of 90S preribosome;GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0005829//cytosol;GO:0032153//cell division siteGO:0030515//snoRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0030490//maturation of SSU-rRNAK14557//U3 small nucleolar RNA-associated protein 6NP_596813.1//U3 snoRNP-associated protein Utp6 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Utp6 (SPBC244.02c), mRNA
2541054 NM_001022325.234.01 29.57 18.2 SPBC3B8.08 GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_596406.1//Sjogren's syndrome/scleroderma autoantigen 1 family (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC3B8.08), mRNA
2543007 NM_001355964.145.78 39.22 27.04 SPAC11D3.04cGO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0009975//cyclase activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK08158 NP_592801.1//SnoaL [Schizosaccharomyces pombe 972h-]SnoaL (SPAC11D3.04c), mRNA
2540097 NM_001022313.235.83 33.23 23.57 ndc80 GO:0000942//condensed nuclear chromosome outer kinetochore;GO:0000778//condensed nuclear chromosome kinetochore;GO:0031617//NMS complex;GO:0031262//Ndc80 complex;GO:0000775//chromosome, centromeric regionGO:0005200//structural constituent of cytoskeletonGO:0000070//mitotic sister chromatid segregation;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0051301//cell division;GO:0051455//attachment of spindle microtubules to kinetochore involved in homologous chromosome segregation;GO:0090268//activation of mitotic cell cycle spindle assembly checkpointK11547//kinetochore protein NDC80NP_596392.1//spindle pole body protein Ndc80 [Schizosaccharomyces pombe 972h-]protein Ndc80 (ndc80), mRNA
2543301 NM_001018188.230.99 29.09 9.38 SPAC977.17 GO:0016021//integral component of membraneGO:0005215//transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK00863//triose/dihydroxyacetone kinase / FAD-AMP lyase (cyclizing) [EC:2.7.1.28 2.7.1.29 4.6.1.15];K03441//aquaglyceroporin related protein, other eukaryoteNP_592788.1//MIP water channel (predicted) [Schizosaccharomyces pombe 972h-]putative MIP superfamily protein (SPAC977.17), mRNA
2542516 NM_001018375.240.9 40.64 29.97 pmc2 GO:0005634//nucleus;GO:0016592//mediator complex;GO:0005829//cytosolGO:0001104//RNA polymerase II transcription cofactor activity;GO:0030295//protein kinase activator activityGO:0032147//activation of protein kinase activity;GO:0006351//transcription, DNA-templatedNA NP_592975.1//mediator complex subunit Pmc2/Med1 [Schizosaccharomyces pombe 972h-]mediator complex subunit Pmc2/Med1 (pmc2), mRNA
2543151 NM_001018859.242.4 39.8 60.14 SPAC343.06cGO:0016020//membrane;GO:0005739//mitochondrionGO:0017128//phospholipid scramblase activityNA NA NP_593426.1//phospholipid scramblase (predicted) [Schizosaccharomyces pombe 972h-]putative phospholipid scramblase (SPAC343.06c), mRNA
2539433 NM_001023100.233.04 31.53 5.95 cig1 GO:0005634//nucleusGO:0016538//cyclin-dependent protein serine/threonine kinase regulator activityGO:2000045//regulation of G1/S transition of mitotic cell cycle;GO:0051301//cell division;GO:0007049//cell cycleK15105//solute carrier family 25 (mitochondrial aspartate/glutamate transporter), member 12/13;K06659NP_588110.2//cyclin Cig1 [Schizosaccharomyces pombe 972h-]cyclin Cig1 (cig1), mRNA
3361360 NM_001023789.324.07 27.04 53.8 SPBC1652.01GO:0005634//nucleus;GO:0005829//cytosolGO:0043565//sequence-specific DNA bindingGO:0000432//positive regulation of transcription from RNA polymerase II promoter by glucoseNA NP_001019056.3//ribosomal RNA processing element (RRPE)-binding protein [Schizosaccharomyces pombe 972h-]ribosomal RNA processing element (RRPE)-binding protein (SPBC1652.01), mRNA
2540772 NM_001021263.240.05 39.86 262.13 SPBC216.04cGO:0005634//nucleus;GO:0005829//cytosolGO:0033743//peptide-methionine (R)-S-oxide reductase activity;GO:0046872//metal ion binding;GO:0033745//L-methionine-(R)-S-oxide reductase activityGO:0006979//response to oxidative stress;GO:0030091//protein repair;GO:0034599//cellular response to oxidative stressK07305//peptide-methionine (R)-S-oxide reductase [EC:1.8.4.12]NP_595356.1//methionine sulfoxide (predicted) [Schizosaccharomyces pombe 972h-]putative methionine sulfoxide (SPBC216.04c), partial mRNA
2542001 NM_001018754.238.19 35.46 17.77 not1 GO:0005634//nucleus;GO:0030014//CCR4-NOT complex;GO:0005829//cytosol;GO:0000932//P-body;GO:0005737//cytoplasm;GO:0030015//CCR4-NOT core complexGO:0032947//protein complex scaffold activityGO:0017148//negative regulation of translation;GO:0006355//regulation of transcription, DNA-templated;GO:0000289//nuclear-transcribed mRNA poly(A) tail shortening;GO:0006354//DNA-templated transcription, elongationK12604//CCR4-NOT transcription complex subunit 1NP_593323.1//CCR4-Not complex subunit Not1 (predicted) [Schizosaccharomyces pombe 972h-]putative CCR4-Not complex subunit Not1 (not1), mRNA
2543687 NM_001019036.2 31 31.39 22.04 SPAC3C7.04 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:1900382//regulation of thiamine biosynthetic process by regulation of transcription from RNA polymerase II promoter;GO:0031047//gene silencing by RNA;GO:0006351//transcription, DNA-templatedK09248 NP_593605.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPAC3C7.04), mRNA
2540544 NM_001021985.250.33 38.78 36.58 mis3 GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0030688//preribosome, small subunit precursorGO:0003723//RNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingK06961//ribosomal RNA assembly proteinNP_596073.1//rRNA processing protein Mis3 [Schizosaccharomyces pombe 972h-]rRNA-processing protein Mis3 (mis3), mRNA
2543184 NM_001018854.342.11 41.35 16.36 erg8 GO:0030875//rDNA protrusion;GO:0005634//nucleus;GO:0033557//Slx1-Slx4 complex;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0030874//nucleolar chromatinGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0016893//endonuclease activity, active with either ribo- or deoxyribonucleic acids and producing 5'-phosphomonoesters;GO:0017108//5'-flap endonuclease activity;GO:0004631//phosphomevalonate kinase activityGO:0019287//isopentenyl diphosphate biosynthetic process, mevalonate pathway;GO:0045458//recombination within rDNA repeats;GO:0031297//replication fork processing;GO:0000724//double-strand break repair via homologous recombination;GO:0006696//ergosterol biosynthetic processK15078//structure-specific endonuclease subunit SLX1 [EC:3.6.1.-];K00938NP_593421.3//phosphomevalonate kinase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphomevalonate kinase (erg8), mRNA
2539318 NM_001023479.243.31 40.85 23.92 SPCC1919.07GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_588489.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1919.07), mRNA
3361187 NM_001020941.246.81 33.25 11.99 SPBPB8B6.05cGO:0009986//cell surface;GO:0005618//cell wall;GO:0005794//Golgi apparatus;GO:0005576//extracellular region;GO:0005737//cytoplasmGO:0004067//asparaginase activityGO:0006531//aspartate metabolic process;GO:0006528//asparagine metabolic process;GO:0006530//asparagine catabolic processK01424//L-asparaginase [EC:3.5.1.1]NP_001018766.1//L-asparaginase (predicted) [Schizosaccharomyces pombe 972h-]putative L-asparaginase (SPBPB8B6.05c), mRNA
2542826 NM_001018236.241.85 38.75 18.94 SPAC13G6.09GO:0005634//nucleus;GO:0005829//cytosolNA GO:0030490//maturation of SSU-rRNAK14801//pre-rRNA-processing protein TSR4NP_592835.1//hypothetical protein SPAC13G6.09 [Schizosaccharomyces pombe 972h-]putative SSU-rRNA maturation Tsr4 family protein (SPAC13G6.09), mRNA
2538986 NM_001023039.242.47 32.02 49.16 elp2 GO:0005634//nucleus;GO:0005875//microtubule associated complex;GO:0005874//microtubule;GO:0005938//cell cortex;GO:0005829//cytosol;GO:0033588//Elongator holoenzyme complex;GO:0000776//kinetochoreGO:0070840//dynein complex binding;GO:0008017//microtubule bindingGO:0002098//tRNA wobble uridine modification;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0032447//protein urmylation;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0015031//protein transportK11374//elongator complex protein 2NP_588047.1//elongator complex subunit Elp2 (predicted) [Schizosaccharomyces pombe 972h-]putative elongator complex subunit Elp2 (elp2), mRNA
2538945 NM_001023405.263.58 61.99 120.45 SPCC1739.06cNA GO:0004851//uroporphyrin-III C-methyltransferase activity;GO:0043115//precorrin-2 dehydrogenase activityGO:0000103//sulfate assimilation;GO:0019354//siroheme biosynthetic process;GO:0009086//methionine biosynthetic process;GO:0006783//heme biosynthetic processK00589//uroporphyrin-III C-methyltransferase [EC:2.1.1.107]NP_588414.1//uroporphyrin methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative uroporphyrin methyltransferase (SPCC1739.06c), mRNA
9407262 NM_001356108.143.64 47.91 37.43 iec5 GO:0016020//membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0031011//Ino80 complex;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membraneGO:0004571//mannosyl-oligosaccharide 1,2-alpha-mannosidase activity;GO:0005509//calcium ion bindingGO:0006486//protein glycosylation;GO:0034728//nucleosome organization;GO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0035977//protein deglycosylation involved in glycoprotein catabolic process;GO:0006351//transcription, DNA-templated;GO:0006491//N-glycan processing;GO:0097466//ubiquitin-dependent glycoprotein ERAD pathway;GO:0016569//covalent chromatin modificationK01230//mannosyl-oligosaccharide alpha-1,2-mannosidase [EC:3.2.1.113]NP_594139.2//mannosyl-oligosaccharide 1,2-alpha-mannosidase [Schizosaccharomyces pombe 972h-]Ino80 complex subunit Iec5 (iec5), mRNA
2543571 NM_001019264.241.32 34.38 32.24 SPAC823.08cGO:0005634//nucleus;GO:0005829//cytosolGO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0003676//nucleic acid bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14777//ATP-dependent RNA helicase DDX47/RRP3 [EC:3.6.4.13]XP_013022298.1//ATP-dependent RNA helicase Rrp3 [Schizosaccharomyces cryophilus OY26]putative ATP-dependent RNA helicase Rrp3 (SPAC823.08c), mRNA
2539404 NM_001023280.288.98 104.55 109.84 SPCC191.01 GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_588290.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC191.01), mRNA
2540463 NM_001021598.233.36 33.44 44.49 pfa3 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0019706//protein-cysteine S-palmitoyltransferase activityGO:0018345//protein palmitoylation;GO:0072659//protein localization to plasma membrane;GO:0042144//vacuole fusion, non-autophagicK20028//palmitoyltransferase ZDHHC2/15/20 [EC:2.3.1.225]NP_595701.1//palmitoyltransferase Pfa3 (predicted) [Schizosaccharomyces pombe 972h-]putative palmitoyltransferase Pfa3 (pfa3), mRNA
2542059 NM_001019631.237.71 38.99 22.55 ubp2 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0061578//Lys63-specific deubiquitinase activity;GO:0004843//thiol-dependent ubiquitin-specific protease activityGO:0006511//ubiquitin-dependent protein catabolic process;GO:0034599//cellular response to oxidative stress;GO:0016579//protein deubiquitination;GO:0043162//ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathwayK11849//ubiquitin carboxyl-terminal hydrolase 25 [EC:3.4.19.12]NP_594208.1//ubiquitin C-terminal hydrolase Ubp2 [Schizosaccharomyces pombe 972h-]ubiquitin hydrolase Ubp2 (ubp2), mRNA

NR_150947.1 NR_150947.1 47.46 42.54 33.34 NA GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004819//glutamine-tRNA ligase activityGO:0002181//cytoplasmic translation;GO:0006425//glutaminyl-tRNA aminoacylationK01886//glutaminyl-tRNA synthetase [EC:6.1.1.18]NP_596745.1//cytoplasmic glutaminyl-tRNA ligase Qrs1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.576), miscRNA
2542299 NM_001018273.242.62 44.4 31.02 tup11 GO:0017053//transcriptional repressor complex;GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0090568//nuclear transcriptional repressor complex;GO:0000790//nuclear chromatinGO:0036033//mediator complex binding;GO:0042393//histone binding;GO:0080025//phosphatidylinositol-3,5-bisphosphate binding;GO:0042826//histone deacetylase binding;GO:0001191//transcriptional repressor activity, RNA polymerase II transcription factor bindingGO:2000217//regulation of invasive growth in response to glucose limitation;GO:0006342//chromatin silencing;GO:0007070//negative regulation of transcription from RNA polymerase II promoter during mitotic cell cycle;GO:0043486//histone exchange;GO:0045014//negative regulation of transcription by glucose;GO:2001020//regulation of response to DNA damage stimulus;GO:0000433//negative regulation of transcription from RNA polymerase II promoter by glucose;GO:0006351//transcription, DNA-templated;GO:0016584//nucleosome positioning;GO:0035955//negative regulation of dipeptide transport by negative regulation of transcription from RNA polymerase II promoter;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:2000531//regulation of fatty acid biosynthetic process by regulation of transcription from RNA polymerase II promoter;GO:0001198//negative regulation of mating-type specific transcription from RNA polymerase II promoterK06666 NP_592873.1//transcriptional corepressor Tup11 [Schizosaccharomyces pombe 972h-]transcriptional corepressor Tup11 (tup11), mRNA
2542394 NM_001019438.334.8 32.38 60.49 maf1 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0000994//RNA polymerase III core bindingGO:0016480//negative regulation of transcription from RNA polymerase III promoter;GO:0006351//transcription, DNA-templatedK12394//AP-1 complex subunit sigma 1/2NP_594012.2//repressor of RNA polymerase III Maf1 [Schizosaccharomyces pombe 972h-]RNA polymerase III-inhibiting protein Maf1 (maf1), mRNA
2542839 NM_001019145.241.5 35.23 29.62 SPAC13G7.12cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005743//mitochondrial inner membraneGO:0043022//ribosome binding;GO:0004305//ethanolamine kinase activity;GO:0005524//ATP binding;GO:0016301//kinase activity;GO:0016773//phosphotransferase activity, alcohol group as acceptor;GO:0004103//choline kinase activityGO:0007007//inner mitochondrial membrane organization;GO:0006646//phosphatidylethanolamine biosynthetic process;GO:0032979//protein insertion into mitochondrial membrane from inner side;GO:0097034//mitochondrial respiratory chain complex IV biogenesis;GO:0097033//mitochondrial respiratory chain complex III biogenesis;GO:0006656//phosphatidylcholine biosynthetic processK17801;K00866NP_593714.1//choline kinase (predicted) [Schizosaccharomyces pombe 972h-]putative choline kinase (SPAC13G7.12c), mRNA
2542327 NM_001018477.242.7 42.13 30.53 upf1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0008270//zinc ion binding;GO:0004386//helicase activityGO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:2000815//regulation of mRNA stability involved in response to oxidative stress;GO:0000184//nuclear-transcribed mRNA catabolic process, nonsense-mediated decayK14326//regulator of nonsense transcripts 1 [EC:3.6.4.-]NP_593080.1//ATP-dependent RNA helicase Upf1 [Schizosaccharomyces pombe 972h-]ATP-dependent RNA helicase Upf1 (upf1), mRNA
2538906 NM_001023051.245.59 40.72 22.77 rpa12 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0008270//zinc ion binding;GO:0061629//RNA polymerase II sequence-specific DNA binding transcription factor binding;GO:0001054//RNA polymerase I activity;GO:0003676//nucleic acid bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006363//termination of RNA polymerase I transcription;GO:0006353//DNA-templated transcription, termination;GO:0042790//transcription of nuclear large rRNA transcript from RNA polymerase I promoter;GO:0006360//transcription from RNA polymerase I promoter;GO:0006379//mRNA cleavageK03000//DNA-directed RNA polymerase I subunit RPA12NP_588059.1//DNA-directed RNA polymerase complex I subunit Rpa12 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase complex I subunit Rpa12 (rpa12), mRNA
2539497 NM_001023040.239.6 36.56 11.62 alp14 GO:0072686//mitotic spindle;GO:0000922//spindle pole;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:1990498//mitotic spindle microtubule;GO:0015630//microtubule cytoskeleton;GO:0005881//cytoplasmic microtubule;GO:0000942//condensed nuclear chromosome outer kinetochore;GO:0099070//static microtubule bundle;GO:0005829//cytosol;GO:0070850//TACC/TOG complex;GO:1904511//cytoplasmic microtubule plus-endGO:0051010//microtubule plus-end binding;GO:0061863//microtubule plus end polymerase;GO:0008017//microtubule bindingGO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0007051//spindle organization;GO:0090307//mitotic spindle assembly;GO:0030951//establishment or maintenance of microtubule cytoskeleton polarity;GO:0051301//cell division;GO:0046785//microtubule polymerization;GO:0031122//cytoplasmic microtubule organizationK16803//cytoskeleton-associated protein 5NP_588048.1//microtubule polymerase alp14 [Schizosaccharomyces pombe 972h-]microtubule polymerase alp14 (alp14), mRNA
2541025 NM_001022586.230.52 28.98 32.92 atg3 GO:0000153//cytoplasmic ubiquitin ligase complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000407//phagophore assembly site;GO:0061908//phagophoreGO:0019776//Atg8 ligase activityGO:0006612//protein targeting to membrane;GO:0006501//C-terminal protein lipidation;GO:0044805//late nucleophagy;GO:0034727//piecemeal microautophagy of the nucleus;GO:0000422//autophagy of mitochondrion;GO:0006914//autophagy;GO:0044804//autophagy of nucleus;GO:0000045//autophagosome assembly;GO:0015031//protein transport;GO:0016236//macroautophagyK08343//ubiquitin-like-conjugating enzyme ATG3NP_596664.1//autophagy associated protein Atg3 [Schizosaccharomyces pombe 972h-]autophagy-associated protein Atg3 (atg3), partial mRNA
2541784 NM_001019408.229.86 41.81 157.85 SPAC2E1P3.01GO:0005739//mitochondrionGO:0008270//zinc ion binding;GO:0008106//alcohol dehydrogenase (NADP+) activity;GO:0016491//oxidoreductase activityNA K15385 NP_593982.1//dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative dehydrogenase (SPAC2E1P3.01), mRNA
2539533 NM_001023163.241.83 45.62 19.3 SPCC622.01cGO:0016021//integral component of membraneNA NA NA NP_588173.1//hypothetical protein SPCC622.01c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC622.01c), mRNA
2539957 NM_001022119.240.94 33.58 31.86 SPBC1703.05GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0046830//positive regulation of RNA import into nucleus;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0030490//maturation of SSU-rRNAK07179//RIO kinase 2 [EC:2.7.11.1]NP_596200.2//protein kinase, RIO family (predicted) [Schizosaccharomyces pombe 972h-]putative RIO family protein kinase (SPBC1703.05), mRNA
2541624 NM_001019077.234.52 30.62 11.52 pst2 GO:0005634//nucleus;GO:0032221//Rpd3S complexGO:0001106//RNA polymerase II transcription corepressor activity;GO:0003714//transcription corepressor activityGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006342//chromatin silencing;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0016575//histone deacetylationK11644//paired amphipathic helix protein Sin3aNP_593646.1//Clr6 histone deacetylase complex subunit Pst2 [Schizosaccharomyces pombe 972h-]Clr6 histone deacetylase complex subunit Pst2 (pst2), mRNA
2540751 NM_001022295.226.87 20.61 9.99 psl1 GO:0005634//nucleus;GO:0000307//cyclin-dependent protein kinase holoenzyme complex;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0032153//cell division siteGO:0016538//cyclin-dependent protein serine/threonine kinase regulator activity;GO:0019901//protein kinase bindingGO:1901987//regulation of cell cycle phase transition;GO:0000079//regulation of cyclin-dependent protein serine/threonine kinase activityK06654;K14213//Xaa-Pro dipeptidase [EC:3.4.13.9]NP_596374.1//cyclin pho85 family (predicted) [Schizosaccharomyces pombe 972h-]putative pho85 family cyclin (psl1), partial mRNA
2539550 NM_001355912.136.42 32.59 126.31 nse1 GO:0030915//Smc5-Smc6 complex;GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0061630//ubiquitin protein ligase activity;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0051082//unfolded protein binding;GO:0051087//chaperone bindingGO:0006457//protein folding;GO:0007127//meiosis I;GO:0006986//response to unfolded protein;GO:0051085//chaperone cofactor-dependent protein refolding;GO:0000724//double-strand break repair via homologous recombination;GO:0006301//postreplication repair;GO:0030150//protein import into mitochondrial matrixK04078//chaperonin GroESXP_001713165.1//Smc5-6 complex non-SMC subunit 1 [Schizosaccharomyces pombe 972h-]Smc5-6 complex non-SMC subunit 1 (nse1), mRNA
2540389 NM_001021006.229.96 25.2 13.74 hub1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005937//mating projectionGO:0031386//protein tagGO:0000753//cell morphogenesis involved in conjugation with cellular fusion;GO:0006464//cellular protein modification process;GO:0045292//mRNA cis splicing, via spliceosomeK13113//ubiquitin-like protein 5NP_595099.1//ubiquitin-like protein modifier Hub1 [Schizosaccharomyces pombe 972h-]ubiquitin-like protein modifier Hub1 (hub1), mRNA
2540681 NM_001021674.244.38 49.84 86.64 SPBC3H7.02 GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0019531//oxalate transmembrane transporter activity;GO:0015301//anion:anion antiporter activity;GO:0015116//sulfate transmembrane transporter activity;GO:0005254//chloride channel activity;GO:0008271//secondary active sulfate transmembrane transporter activity;GO:0015106//bicarbonate transmembrane transporter activityGO:0015701//bicarbonate transport;GO:0008272//sulfate transport;GO:1902358//sulfate transmembrane transport;GO:0051453//regulation of intracellular pH;GO:0042391//regulation of membrane potential;GO:1902476//chloride transmembrane transportK14708//solute carrier family 26 (sodium-independent sulfate anion transporter), member 11NP_595773.1//sulfate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative sulfate transporter (SPBC3H7.02), mRNA
2539768 NM_001022123.218.49 18.87 6.9 SPBC1703.09GO:0005739//mitochondrionNA NA NA NP_596204.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1703.09), mRNA
2540889 NM_001021227.233.56 26.31 23.54 SPBC530.07cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_595320.1//TENA/THI family protein [Schizosaccharomyces pombe 972h-]TENA/THI family protein (SPBC530.07c), mRNA
2543649 NM_001019605.234.95 31.99 28.39 SPAC3H5.11 GO:0005634//nucleus;GO:0005829//cytosolGO:0003951//NAD+ kinase activity;GO:0042736//NADH kinase activityGO:0006741//NADP biosynthetic process;GO:0019674//NAD metabolic processK00858//NAD+ kinase [EC:2.7.1.23]NP_594181.1//NAD/NADH kinase (predicted) [Schizosaccharomyces pombe 972h-]putative NAD/NADH kinase (SPAC3H5.11), mRNA
2538728 NM_001022975.232.92 31.22 22.66 prp28 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005730//nucleolus;GO:0005682//U5 snRNP;GO:0005737//cytoplasm;GO:0071013//catalytic step 2 spliceosomeGO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0000354//cis assembly of pre-catalytic spliceosome;GO:0010501//RNA secondary structure unwinding;GO:0000375//RNA splicing, via transesterification reactionsK12858//ATP-dependent RNA helicase DDX23/PRP28 [EC:3.6.4.13]NP_587984.1//U5 snRNP-associated protein Prp28 (predicted) [Schizosaccharomyces pombe 972h-]putative U5 snRNP-associated protein Prp28 (prp28), mRNA
2543214 NM_001018722.242.51 39.81 20.09 SPAC6F12.06GO:0005634//nucleus;GO:0005829//cytosolGO:0005094//Rho GDP-dissociation inhibitor activityGO:0007015//actin filament organization;GO:0007264//small GTPase mediated signal transductionK12462//Rho GDP-dissociation inhibitorNP_593292.1//Rho GDP dissociation inhibitor Rdi1 (predicted) [Schizosaccharomyces pombe 972h-]putative Rho GDP dissociation inhibitor Rdi1 (SPAC6F12.06), mRNA

NR_150885.1 NR_150885.1 10.66 11.51 164.27 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.507), miscRNA
2543368 NM_001018301.235.94 33.01 15.27 SPAC630.06cGO:0012505//endomembrane system;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellularGO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0090630//activation of GTPase activity;GO:0031338//regulation of vesicle fusion;GO:0016192//vesicle-mediated transportK20168//TBC1 domain family member 15NP_592900.1//GTPase activating protein Gyp7 (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC630.06c), mRNA
2543310 NM_001019196.239.27 37.69 21.78 drc1 GO:0031261//DNA replication preinitiation complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0043596//nuclear replication forkGO:0003688//DNA replication origin binding;GO:0003697//single-stranded DNA bindingGO:0033314//mitotic DNA replication checkpoint;GO:1902977//mitotic DNA replication preinitiation complex assembly;GO:0000727//double-strand break repair via break-induced replication;GO:0000733//DNA strand renaturation;GO:0006270//DNA replication initiation;GO:1902969//mitotic DNA replicationK10729 NP_593766.1//DNA replication checkpoint protein Drc1 [Schizosaccharomyces pombe 972h-]DNA replication checkpoint protein Drc1 (drc1), mRNA
2541259 NM_001021473.238.78 34.03 9.62 SPBC8D2.16cGO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0016992//lipoate synthase activityGO:0009249//protein lipoylation;GO:0009107//lipoate biosynthetic processK03644//lipoyl synthase [EC:2.8.1.8]NP_595577.1//mitochondrial lipoic acid synthetase Lip5 (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC8D2.16c), mRNA
2541127 NM_001021410.234.59 39.65 11.55 SPBC651.02 GO:0005634//nucleus;GO:0005829//cytosolGO:0016810//hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;GO:0047710//bis(5'-adenosyl)-triphosphatase activityGO:0006807//nitrogen compound metabolic process;GO:0015964//diadenosine triphosphate catabolic processK13566//omega-amidase [EC:3.5.1.3];K01431//beta-ureidopropionase [EC:3.5.1.6]NP_595500.1//nitrilase superfamily protein [Schizosaccharomyces pombe 972h-]nitrilase superfamily protein (SPBC651.02), mRNA
2541243 NM_001021899.234.18 32.85 13.05 SPBP18G5.02GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneGO:0005524//ATP binding;GO:0008444//CDP-diacylglycerol-glycerol-3-phosphate 3-phosphatidyltransferase activityGO:0032049//cardiolipin biosynthetic process;GO:0007006//mitochondrial membrane organization;GO:0016024//CDP-diacylglycerol biosynthetic processK00995//CDP-diacylglycerol---glycerol-3-phosphate 3-phosphatidyltransferase [EC:2.7.8.5]NP_595992.2//CDP-diacylglycerol-glycerol-3-phosphate3-phosphatidyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative CDP-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase (SPBP18G5.02), mRNA
3361255 NM_001021087.237.76 38.86 11.25 nup107 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0031080//nuclear pore outer ringGO:0005487//nucleocytoplasmic transporter activity;GO:0017056//structural constituent of nuclear poreGO:0016973//poly(A)+ mRNA export from nucleus;GO:0006407//rRNA export from nucleus;GO:0006355//regulation of transcription, DNA-templated;GO:0006606//protein import into nucleus;GO:0000973//posttranscriptional tethering of RNA polymerase II gene DNA at nuclear peripheryK14301//nuclear pore complex protein Nup107NP_001018780.2//nucleoporin Nup107 [Schizosaccharomyces pombe 972h-]nucleoporin Nup107 (nup107), mRNA
2539029 NM_001023186.232.77 30.24 8.81 SPCC61.05 GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_588196.1//hypothetical protein SPCC61.05 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC61.05), mRNA
2540543 NM_001021962.243.13 49.22 38.4 ely5 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0005829//cytosolNA GO:0051292//nuclear pore complex assemblyNA NP_596051.2//nuclear pore protein Ely5 [Schizosaccharomyces pombe 972h-]nuclear pore protein Ely5 (ely5), mRNA
2540297 NM_001021871.238.44 35.8 10.63 bhd1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0030120//vesicle coat;GO:0019028//viral capsid;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0043001//Golgi to plasma membrane protein transport;GO:0031028//septation initiation signalingK02925//large subunit ribosomal protein L3eNP_595962.1//folliculin bhd1 [Schizosaccharomyces pombe 972h-]folliculin bhd1 (bhd1), mRNA
2542404 NM_001018802.238.11 37.95 20.6 mip1 GO:0010494//cytoplasmic stress granule;GO:0000329//fungal-type vacuole membrane;GO:0031931//TORC1 complex;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0043130//ubiquitin binding;GO:0030674//protein binding, bridgingGO:0001558//regulation of cell growth;GO:0031929//TOR signaling;GO:0030435//sporulation resulting in formation of a cellular spore;GO:0009267//cellular response to starvation;GO:0008361//regulation of cell size;GO:0031139//positive regulation of conjugation with cellular fusion;GO:0030307//positive regulation of cell growth;GO:0071230//cellular response to amino acid stimulus;GO:0051321//meiotic cell cycle;GO:0071902//positive regulation of protein serine/threonine kinase activity;GO:0010506//regulation of autophagyK07204//regulatory associated protein of mTORNP_593370.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (mip1), mRNA
3361470 NM_001019512.234.5 32.81 8.63 nsk1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0044732//mitotic spindle pole body;GO:0000942//condensed nuclear chromosome outer kinetochore;GO:0044816//Nsk1-Dlc1 complex;GO:0005730//nucleolus;GO:0061497//inner plaque of mitotic spindle pole bodyGO:0051010//microtubule plus-end bindingGO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0072766//centromere clustering at the mitotic nuclear envelopeNA NP_001018258.1//Clp1-interacting protein Nsk1 [Schizosaccharomyces pombe 972h-]Clp1-interacting protein Nsk1 (nsk1), mRNA
2541150 NM_001021001.240.36 36.28 25.91 SPBC660.15 GO:0005634//nucleus;GO:0005849//mRNA cleavage factor complex;GO:0005737//cytoplasmGO:0003729//mRNA binding;GO:0003723//RNA binding;GO:0003730//mRNA 3'-UTR bindingGO:0006379//mRNA cleavage;GO:0006378//mRNA polyadenylationK14411//RNA-binding protein MusashiNP_595094.1//mRNA cleavage factor complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative cleavage factor complex subunit (SPBC660.15), mRNA
2543584 NM_001356107.148.81 45.59 18.7 SPAPB1E7.11cGO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005666//DNA-directed RNA polymerase III complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0000166//nucleotide bindingGO:0070131//positive regulation of mitochondrial translation;GO:0006384//transcription initiation from RNA polymerase III promoterNA NP_594137.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB1E7.11c), mRNA
3361515 NM_001355997.124.21 25.55 17.71 SPAC821.13cGO:0070867//mating projection tip membrane;GO:0030140//trans-Golgi network transport vesicle;GO:0016021//integral component of membrane;GO:0005802//trans-Golgi network;GO:0005886//plasma membrane;GO:0000139//Golgi membraneGO:0000287//magnesium ion binding;GO:0005524//ATP binding;GO:0004012//phospholipid-translocating ATPase activityGO:0006886//intracellular protein transport;GO:0045332//phospholipid translocation;GO:0048194//Golgi vesicle budding;GO:0006892//post-Golgi vesicle-mediated transport;GO:0032456//endocytic recycling;GO:0000749//response to pheromone involved in conjugation with cellular fusionK01530//phospholipid-translocating ATPase [EC:3.6.3.1]XP_001713045.1//P-type ATPase (predicted) [Schizosaccharomyces pombe 972h-]putative P-type ATPase (SPAC821.13c), mRNA
2542731 NM_001018222.230.09 29.14 15.69 SPAC5H10.09cGO:0005739//mitochondrionGO:0003864//3-methyl-2-oxobutanoate hydroxymethyltransferase activity;GO:0008168//methyltransferase activityGO:0015940//pantothenate biosynthetic processK00606 NP_592822.1//3-methyl-2-oxobutanoatehydroxymethyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative 3-methyl-2-oxobutanoatehydroxymethyltransferase (SPAC5H10.09c), partial mRNA
2541593 NM_001019893.238.06 36.83 18.38 mss51 GO:0005774//vacuolar membrane;GO:0005783//endoplasmic reticulum;GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005739//mitochondrionGO:0045182//translation regulator activityGO:0006397//mRNA processing;GO:0070131//positive regulation of mitochondrial translation;GO:0008380//RNA splicing;GO:0097034//mitochondrial respiratory chain complex IV biogenesisK17656//mitochondrial splicing suppressor protein 51NP_594464.1//mitochondrial splicing suppressor Mss51 (predicted) [Schizosaccharomyces pombe 972h-]putative splicing suppressor Mss51 (mss51), mRNA
2542685 NM_001019573.243.54 33.32 46.83 SPAC26A3.06GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008168//methyltransferase activity;GO:0016435//rRNA (guanine) methyltransferase activityGO:0000154//rRNA modification;GO:0070476//rRNA (guanine-N7)-methylationK19306//18S rRNA (guanine1575-N7)-methyltransferase [EC:2.1.1.309]NP_594149.1//S-adenosylmethionine-dependent methyltransferase [Schizosaccharomyces pombe 972h-]S-adenosylmethionine-dependent methyltransferase (SPAC26A3.06), mRNA

NR_151082.1 NR_151082.1 16.63 15.04 13.98 NA GO:0005684//U2-type spliceosomal complex;GO:0005681//spliceosomal complex;GO:0071014//post-mRNA release spliceosomal complexNA GO:0045292//mRNA cis splicing, via spliceosomeNA NP_593208.1//complexed with Cdc5 protein Cwf19 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.712), miscRNA
2542234 NM_001020016.245.1 44.8 42.66 vps24 GO:0005622//intracellular;GO:0000815//ESCRT III complexGO:0042802//identical protein bindingGO:0070676//intralumenal vesicle formation;GO:1904669//ATP export;GO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0045324//late endosome to vacuole transportK12193//charged multivesicular body protein 3NP_594587.1//ESCRT III complex subunit Vps24 [Schizosaccharomyces pombe 972h-]ESCRT III complex subunit Vps24 (vps24), mRNA
2540108 NM_001022186.330.7 33.7 12.57 SPBC13E7.11GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0004252//serine-type endopeptidase activity;GO:0008233//peptidase activityGO:0006465//signal peptide processing;GO:0007005//mitochondrion organizationK09650//rhomboid-like protein [EC:3.4.21.105]NP_596266.2//mitochondrial rhomboid protease (predicted) [Schizosaccharomyces pombe 972h-]putative rhomboid protease (SPBC13E7.11), mRNA
2543641 NM_001019608.234.32 30.98 23.37 SPAC3H5.08cGO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0043234//protein complex;GO:0005789//endoplasmic reticulum membraneNA NA K20241//WD repeat-containing protein 44NP_594184.2//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (SPAC3H5.08c), mRNA
2538867 NM_001023060.245.92 45.42 29.35 SPCC1259.12cGO:0005634//nucleus;GO:0034657//GID complex;GO:0005737//cytoplasm;GO:0005773//vacuoleGO:0008536//Ran GTPase bindingGO:0007039//protein catabolic process in the vacuole;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0045721//negative regulation of gluconeogenesisK12864//beta-catenin-like protein 1;K10380//ankyrinNP_588068.2//Ran GTPase binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative Ran GTPase binding protein (SPCC1259.12c), mRNA
2543482 NM_001019485.240.53 43.78 19.38 mis14 GO:0000941//condensed nuclear chromosome inner kinetochore;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000778//condensed nuclear chromosome kinetochore;GO:0031617//NMS complex;GO:0000779//condensed chromosome, centromeric region;GO:0000776//kinetochore;GO:0000444//MIS12/MIND type complexNA GO:0000070//mitotic sister chromatid segregation;GO:0051321//meiotic cell cycle;GO:0051301//cell divisionK11561 NP_594061.1//kinetochore protein Mis14 [Schizosaccharomyces pombe 972h-]kinetochore protein Mis14 (mis14), mRNA

NR_150988.1 NR_150988.1 14.97 19.71 9.49 NA GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003729//mRNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02976//small subunit ribosomal protein S26eNP_592853.1//40S ribosomal protein S26 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.625), miscRNA
2540335 NM_001021438.240.53 40.7 37.21 adn1 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003714//transcription corepressor activityGO:0007155//cell adhesion;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK21389 NP_595528.1//adhesion defective protein, predicted transcriptional regulator (predicted) [Schizosaccharomyces pombe 972h-]putative transcriptional regulator adn1 (adn1), mRNA
2539252 NM_001023347.236.62 29.68 23.32 ptc2 GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0004722//protein serine/threonine phosphatase activityGO:0030968//endoplasmic reticulum unfolded protein responseK14803//protein phosphatase PTC2/3 [EC:3.1.3.16]NP_588356.1//protein phosphatase 2C Ptc2 [Schizosaccharomyces pombe 972h-]protein phosphatase 2C Ptc2 (ptc2), mRNA
2538891 NM_001022961.244.48 83.31 378.58 SPCC1393.12GO:0005737//cytoplasmNA NA NA NP_587970.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1393.12), mRNA
2541734 NM_001020297.231.32 32.42 11.19 SPAC29A4.14cGO:0005779//integral component of peroxisomal membrane;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005778//peroxisomal membraneGO:0016151//nickel cation bindingGO:0019627//urea metabolic process;GO:0045046//protein import into peroxisome membrane;GO:0006625//protein targeting to peroxisomeK03188//urease accessory protein;K13336//peroxin-3NP_594868.2//peroxin-3 peroxisome import protein (predicted) [Schizosaccharomyces pombe 972h-]putative peroxin-3 peroxisome import protein (SPAC29A4.14c), mRNA
2542623 NM_001019476.238.92 36.53 15.83 SPAC589.04 GO:0005741//mitochondrial outer membrane;GO:0001401//mitochondrial sorting and assembly machinery complexNA GO:0006626//protein targeting to mitochondrion;GO:0045040//protein import into mitochondrial outer membraneK17776//metaxinNP_594052.1//metaxin 1 (predicted) [Schizosaccharomyces pombe 972h-]putative metaxin 1 (SPAC589.04), mRNA
2540952 NM_001021139.228.29 30.49 19.65 SPBC354.09cGO:0005783//endoplasmic reticulum;GO:0071627//integral component of fungal-type vacuolar membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneNA GO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathwayK01301//N-acetylated-alpha-linked acidic dipeptidase [EC:3.4.17.21]NP_595233.1//Tre1 family protein, involved in vacuolar protein degradation (predicted) [Schizosaccharomyces pombe 972h-]putative Tre1 family protein (SPBC354.09c), mRNA
2540165 NM_001356099.133.47 30.86 35.23 SPBC1683.02GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0008270//zinc ion binding;GO:0000034//adenine deaminase activityGO:0043103//hypoxanthine salvage;GO:0006146//adenine catabolic process;GO:0009117//nucleotide metabolic processK01488//adenosine deaminase [EC:3.5.4.4]NP_595058.1//adenine/adenosine deaminase family (predicted) [Schizosaccharomyces pombe 972h-]putative adenine/adenosine deaminase family protein (SPBC1683.02), mRNA
2538914 NM_001022767.237.32 38.72 14.16 SPCC736.03cGO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0004826//phenylalanine-tRNA ligase activity;GO:0005524//ATP binding;GO:0000049//tRNA bindingGO:0006432//phenylalanyl-tRNA aminoacylation;GO:0032543//mitochondrial translation;GO:0070156//mitochondrial phenylalanyl-tRNA aminoacylationK01889//phenylalanyl-tRNA synthetase alpha chain [EC:6.1.1.20]NP_587774.1//mitochondrial phenylalanyl-tRNA synthetase (predicted) [Schizosaccharomyces pombe 972h-]putative phenylalanyl-tRNA synthetase (SPCC736.03c), mRNA
2539103 NM_001023439.238.84 39.13 21.36 mrpl17 GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0016787//hydrolase activity;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK17427//large subunit ribosomal protein L46NP_588448.1//mitochondrial ribosomal protein subunit L17 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L17 (mrpl17), mRNA
2541829 NM_001018637.240.01 35.49 12.62 SPAC22A12.10GO:0005783//endoplasmic reticulum;GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0005681//spliceosomal complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0071013//catalytic step 2 spliceosomeGO:0003723//RNA binding;GO:0016780//phosphotransferase activity, for other substituted phosphate groups;GO:0004307//ethanolaminephosphotransferase activity;GO:0004142//diacylglycerol cholinephosphotransferase activityGO:0008654//phospholipid biosynthetic process;GO:0006646//phosphatidylethanolamine biosynthetic process;GO:0000381//regulation of alternative mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosome;GO:0006656//phosphatidylcholine biosynthetic process;GO:0000389//mRNA 3'-splice site recognitionK00993//ethanolaminephosphotransferase [EC:2.7.8.1];K12825//splicing factor 3A subunit 1NP_593240.1//CDP-alcohol phosphatidyltransferase class-I family protein [Schizosaccharomyces pombe 972h-]CDP-alcohol phosphatidyltransferase class-I family protein (SPAC22A12.10), mRNA

14217795 NM_001355908.128.12 29.1 38.62 new20 NA NA NA NA XP_004001699.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]protein new20 (new20), partial mRNA
NR_150131.1 NR_150131.1 11.79 11.16 18.08 NA GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0030958//RITS complex;GO:0000790//nuclear chromatinNA GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0031048//chromatin silencing by small RNA;GO:1904802//RITS complex assembly;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylationK11365 NP_588447.1//SAGA complex subunit Sgf73 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1265), miscRNA

2540472 NM_001022360.257.46 47.77 71.74 hrs1 GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004821//histidine-tRNA ligase activity;GO:0005524//ATP bindingGO:0032543//mitochondrial translation;GO:0006427//histidyl-tRNA aminoacylation;GO:0002181//cytoplasmic translationK01892//histidyl-tRNA synthetase [EC:6.1.1.21]NP_596441.2//mitochondrial and cytoplasmic histidine-tRNA ligase Hrs1 (predicted) [Schizosaccharomyces pombe 972h-]putative histidine--tRNA (His) ligase Hrs1 (hrs1), mRNA
2543036 NM_001018760.244.34 43.46 17.85 meu34 GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0051321//meiotic cell cycleK15692//E3 ubiquitin-protein ligase RNF13 [EC:2.3.2.27];K15706//E3 ubiquitin-protein ligase RNF167 [EC:2.3.2.27]NP_593329.1//ubiquitin-protein ligase E3 Meu34 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 Meu34 (meu34), partial mRNA
2541523 NM_001019889.238.5 39.12 27.93 kei1 GO:0005759//mitochondrial matrix;GO:0042645//mitochondrial nucleoid;GO:0070916//inositol phosphoceramide synthase complex;GO:0005737//cytoplasm;GO:0030173//integral component of Golgi membrane;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0034245//mitochondrial DNA-directed RNA polymerase complex;GO:0005739//mitochondrionGO:0001065//mitochondrial single subunit type RNA polymerase activity;GO:0070917//inositol phosphoceramide synthase regulator activity;GO:0003896//DNA primase activityGO:0006390//transcription from mitochondrial promoter;GO:0006673//inositol phosphoceramide metabolic process;GO:0000002//mitochondrial genome maintenance;GO:0030148//sphingolipid biosynthetic processK10908//DNA-directed RNA polymerase, mitochondrial [EC:2.7.7.6]NP_594459.2//mitochondrial RNA polymerase Rpo41 [Schizosaccharomyces pombe 972h-]putative inositol phoshorylceramide synthase regulatory subunit Kei1 (kei1), mRNA
2541686 NM_001019989.233.17 33.77 16.51 prp3 GO:0005856//cytoskeleton;GO:0072686//mitotic spindle;GO:0005783//endoplasmic reticulum;GO:0000922//spindle pole;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0000139//Golgi membrane;GO:0046540//U4/U6 x U5 tri-snRNP complex;GO:0005795//Golgi stack;GO:0005681//spliceosomal complex;GO:0043234//protein complex;GO:0005789//endoplasmic reticulum membrane;GO:0012507//ER to Golgi transport vesicle membraneGO:0008565//protein transporter activityGO:0035493//SNARE complex assembly;GO:0048211//Golgi vesicle docking;GO:0045292//mRNA cis splicing, via spliceosome;GO:0051028//mRNA transport;GO:0006886//intracellular protein transport;GO:0061025//membrane fusion;GO:0048280//vesicle fusion with Golgi apparatus;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0045056//transcytosisK20361;K12843//U4/U6 small nuclear ribonucleoprotein PRP3NP_594560.1//U4/U6 x U5 tri-snRNP complex subunit Prp3 (predicted) [Schizosaccharomyces pombe 972h-]putative U4/U5/U6 small nuclear ribonucleoprotein complex subunit Prp3 (prp3), mRNA
2542038 NM_001019065.257.76 49.99 35.97 SPAC23C11.03GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0034457//Mpp10 complex;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0030532//small nuclear ribonucleoprotein complex;GO:0005829//cytosolNA GO:0006364//rRNA processing;GO:0030490//maturation of SSU-rRNAK14559//U3 small nucleolar RNA-associated protein MPP10NP_593634.1//U3 snoRNP-associated protein Mpp1 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Mpp1 (SPAC23C11.03), mRNA
2538811 NM_001022698.241.94 65.73 45.5 SPCC330.03cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003958//NADPH-hemoprotein reductase activity;GO:0046872//metal ion binding;GO:0020037//heme bindingGO:0042168//heme metabolic processK00101;K00326//cytochrome-b5 reductase [EC:1.6.2.2]NP_587703.1//NADPH-hemoprotein reductase (predicted) [Schizosaccharomyces pombe 972h-]putative NADPH-hemoprotein reductase (SPCC330.03c), mRNA
2542572 NM_001020239.237.65 43.99 31.63 SPAC1952.08cGO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005829//cytosol;GO:1990421//subtelomeric heterochromatin;GO:0005737//cytoplasm;GO:0030896//checkpoint clamp complexGO:0004733//pyridoxamine-phosphate oxidase activity;GO:0003684//damaged DNA binding;GO:0048037//cofactor binding;GO:0004518//nuclease activityGO:0033314//mitotic DNA replication checkpoint;GO:0031573//intra-S DNA damage checkpoint;GO:0042818//pyridoxamine metabolic process;GO:0007095//mitotic G2 DNA damage checkpoint;GO:0006281//DNA repair;GO:0000723//telomere maintenanceK02830//cell cycle checkpoint protein [EC:3.1.11.2]NP_594809.1//checkpoint clamp complex protein Rad1 [Schizosaccharomyces pombe 972h-]putative pyridoxamine 5'-phosphate oxidase (SPAC1952.08c), mRNA
2539580 NM_001023106.228.95 27.45 14.01 rgf1 GO:0005634//nucleus;GO:0051286//cell tip;GO:0000935//division septum;GO:0051285//cell cortex of cell tipGO:0005089//Rho guanyl-nucleotide exchange factor activityGO:0035556//intracellular signal transduction;GO:0051666//actin cortical patch localization;GO:0008360//regulation of cell shape;GO:0051518//positive regulation of bipolar cell growth;GO:0035023//regulation of Rho protein signal transduction;GO:0000917//division septum assembly;GO:0046826//negative regulation of protein export from nucleus;GO:0009272//fungal-type cell wall biogenesis;GO:0090334//regulation of cell wall (1->3)-beta-D-glucan biosynthetic processK19842 NP_588116.1//RhoGEF for Rho1, Rgf1 [Schizosaccharomyces pombe 972h-]RhoGEF family guanine nucleotide exchange factor Rgf1 (rgf1), mRNA
2543395 NM_001019127.235.58 37.94 23.23 vps26 GO:0005768//endosome;GO:0030904//retromer complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0030906//retromer, cargo-selective complexGO:0016787//hydrolase activity;GO:0008565//protein transporter activityGO:0006886//intracellular protein transport;GO:0045053//protein retention in Golgi apparatus;GO:0042147//retrograde transport, endosome to GolgiK18466//vacuolar protein sorting-associated protein 26NP_593695.1//retromer complex subunit Vps26 [Schizosaccharomyces pombe 972h-]retromer complex subunit Vps26 (vps26), mRNA
2539871 NM_001021788.233.31 32.64 96.48 SPBC1711.09cGO:0030173//integral component of Golgi membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0016192//vesicle-mediated transportNA NP_595882.2//SNARE associated Golgi protein (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE-associated protein (SPBC1711.09c), mRNA
2539791 NM_001022333.233.2 33.64 15.53 SPBC13A2.01cGO:0072686//mitotic spindle;GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0048471//perinuclear region of cytoplasm;GO:0005846//nuclear cap binding complex;GO:0005829//cytosol;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0000243//commitment complexGO:0050661//NADP binding;GO:0000339//RNA cap binding;GO:0050660//flavin adenine dinucleotide binding;GO:0004324//ferredoxin-NADP+ reductase activity;GO:0015039//NADPH-adrenodoxin reductase activityGO:0006879//cellular iron ion homeostasis;GO:0000398//mRNA splicing, via spliceosome;GO:0006744//ubiquinone biosynthetic process;GO:0045292//mRNA cis splicing, via spliceosome;GO:0051028//mRNA transportK12883//nuclear cap-binding protein subunit 2;K18914//adrenodoxin-NADP+ reductase [EC:1.18.1.6]NP_596413.1//NADPH-adrenodoxin reductase Arh1 [Schizosaccharomyces pombe 972h-]putative nuclear cap-binding complex large subunit (SPBC13A2.01c), mRNA
2539933 NM_001022301.233.23 31.84 20.91 spp2 GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005658//alpha DNA polymerase:primase complex;GO:0043596//nuclear replication fork;GO:0005737//cytoplasmGO:0003697//single-stranded DNA binding;GO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003896//DNA primase activity;GO:0051539//4 iron, 4 sulfur cluster bindingGO:0006302//double-strand break repair;GO:1902981//synthesis of RNA primer involved in mitotic DNA replicationK02685//DNA primase large subunit [EC:2.7.7.-]NP_596380.1//DNA primase large subunit Spp2 [Schizosaccharomyces pombe 972h-]DNA primase large subunit Spp2 (spp2), mRNA
2540668 NM_001021715.230.11 28.77 13.11 SPBC1A4.09 GO:0070847//core mediator complex;GO:0005634//nucleus;GO:0016592//mediator complex;GO:0005829//cytosolGO:0003723//RNA binding;GO:0001104//RNA polymerase II transcription cofactor activity;GO:0009982//pseudouridine synthase activityGO:0031120//snRNA pseudouridine synthesis;GO:0031119//tRNA pseudouridine synthesis;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0000455//enzyme-directed rRNA pseudouridine synthesis;GO:0001522//pseudouridine synthesis;GO:0006366//transcription from RNA polymerase II promoterK15156//mediator of RNA polymerase II transcription subunit 14;K06176//tRNA pseudouridine13 synthase [EC:5.4.99.27]NP_595813.2//mediator complex subunit Pmc1 [Schizosaccharomyces pombe 972h-]putative pseudouridine synthase (SPBC1A4.09), mRNA
2538787 NM_001022835.232.98 32.07 24.26 bis1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005874//microtubule;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasmNA GO:0045292//mRNA cis splicing, via spliceosomeK13118//protein DGCR14NP_587842.1//stress response protein Bis1 [Schizosaccharomyces pombe 972h-]stress response protein Bis1 (bis1), mRNA
2541716 NM_001020153.147.98 48.2 20.9 pvg5 GO:0016021//integral component of membrane;GO:0000139//Golgi membraneNA GO:0051321//meiotic cell cycle;GO:0051072//4,6-pyruvylated galactose residue biosynthetic process;GO:0071555//cell wall organization;GO:0009272//fungal-type cell wall biogenesisNA NP_594725.1//PvGal biosynthesis protein Pvg5 [Schizosaccharomyces pombe 972h-]PvGal biosynthesis protein Pvg5 (pvg5), partial mRNA
2539396 NM_001023083.239.24 37.84 34.28 SPCP25A2.03GO:0005634//nucleus;GO:0000347//THO complexNA GO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006406//mRNA export from nucleusK12878//THO complex subunit 1NP_588092.1//THO complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative THO complex subunit (SPCP25A2.03), mRNA
2543095 NM_001019244.231.34 28.02 12.51 ptc4 GO:0005759//mitochondrial matrix;GO:0000329//fungal-type vacuole membrane;GO:0005743//mitochondrial inner membrane;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004724//magnesium-dependent protein serine/threonine phosphatase activity;GO:0033549//MAP kinase phosphatase activityGO:0061191//positive regulation of vacuole fusion, non-autophagic;GO:1901098//positive regulation of autophagosome maturation;GO:0034599//cellular response to oxidative stress;GO:1903715//regulation of aerobic respirationK19708 NP_593814.1//protein phosphatase 2C Ptc4 [Schizosaccharomyces pombe 972h-]protein phosphatase 2C Ptc4 (ptc4), mRNA
2539058 NM_001023441.226.14 24.96 31.48 SPCC126.07cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoterK11446//histone demethylase JARID1 [EC:1.14.11.-];K10601//E3 ubiquitin-protein ligase synoviolin [EC:2.3.2.27]NP_588450.1//PHD and RING finger domain-containing protein [Schizosaccharomyces pombe 972h-]PHD and RING finger domain-containing protein (SPCC126.07c), mRNA
9407196 NM_001355995.130.17 32.46 28.26 SPAC222.17 NA NA NA NA XP_002742501.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC222.17), mRNA
2538736 NM_001023130.227.99 24.86 10.98 bub1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0000778//condensed nuclear chromosome kinetochore;GO:0071957//old mitotic spindle pole body;GO:1990298//bub1-bub3 complexGO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0072371//histone kinase activity (H2A-S121 specific)GO:0072370//histone H2A-S121 phosphorylation;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0007094//mitotic spindle assembly checkpoint;GO:0034501//protein localization to kinetochore;GO:0051301//cell division;GO:0034613//cellular protein localization;GO:0051754//meiotic sister chromatid cohesion, centromeric;GO:0072480//signal transduction involved in mitotic spindle assembly checkpointK02178//checkpoint serine/threonine-protein kinase [EC:2.7.11.1]NP_588140.1//serine/threonine protein kinase Bub1 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Bub1 (bub1), mRNA
2542795 NM_001018993.248.37 52.47 27.01 SPAC9G1.05GO:0005634//nucleus;GO:0051286//cell tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005884//actin filament;GO:0030479//actin cortical patch;GO:0030864//cortical actin cytoskeleton;GO:0042643//actomyosin, actin portion;GO:0005829//cytosolGO:0003779//actin binding;GO:0051015//actin filament bindingGO:0030836//positive regulation of actin filament depolymerization;GO:0032466//negative regulation of cytokinesis;GO:0051016//barbed-end actin filament capping;GO:0030042//actin filament depolymerizationK12857//Prp8 binding protein;K12662//U4/U6 small nuclear ribonucleoprotein PRP4;K14855//ribosome assembly protein 4NP_593560.1//actin cortical patch component Aip1 (predicted) [Schizosaccharomyces pombe 972h-]putative actin cortical patch component Aip1 (SPAC9G1.05), mRNA
2541996 NM_001019873.239.16 38.57 44.73 sec20 GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0005484//SNAP receptor activityGO:0006886//intracellular protein transport;GO:0006890//retrograde vesicle-mediated transport, Golgi to ERK08497//protein transport protein SEC20NP_594444.1//SNARE Sec20 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE protein Sec20 (sec20), mRNA
2541868 NM_001018834.247.12 47.02 27.52 SPAC23H4.04GO:0005739//mitochondrionGO:0061708//tRNA-5-taurinomethyluridine 2-sulfurtransferase;GO:0005524//ATP binding;GO:0008168//methyltransferase activity;GO:0000049//tRNA binding;GO:0106054//tRNA U34 thiol-transferase activityGO:0070903//mitochondrial tRNA thio-modification;GO:0002143//tRNA wobble position uridine thiolation;GO:1990799//mitochondrial tRNA wobble position uridine thiolationK21027//tRNA-5-taurinomethyluridine 2-sulfurtransferase [EC:2.8.1.14]NP_593402.1//tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase [Schizosaccharomyces pombe 972h-]tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase (SPAC23H4.04), mRNA
2539158 NM_001023382.239.13 33.2 20.37 utp23 GO:0032040//small-subunit processome;GO:0005730//nucleolusGO:0070181//small ribosomal subunit rRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingK14773//U3 small nucleolar RNA-associated protein 23NP_588391.1//rRNA processing protein Utp23 (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA processing protein Utp23 (utp23), mRNA
2541885 NM_001019170.233.73 32.37 26.59 kap114 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0008536//Ran GTPase binding;GO:0008565//protein transporter activity;GO:0061608//nuclear import signal receptor activity;GO:0005525//GTP bindingGO:0006886//intracellular protein transport;GO:0006606//protein import into nucleus;GO:0042991//transcription factor import into nucleusK20224//importin-9NP_593739.2//karyopherin Kap14 [Schizosaccharomyces pombe 972h-]karyopherin Kap14 (kap114), mRNA
2542205 NM_001018593.239.7 35.3 14 SPAC1A6.05cGO:0005811//lipid droplet;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0004806//triglyceride lipase activityGO:0019433//triglyceride catabolic process;GO:0016042//lipid catabolic process;GO:0006642//triglyceride mobilizationK14674 NP_593197.1//triacylglycerol lipase (predicted) [Schizosaccharomyces pombe 972h-]putative triacylglycerol lipase (SPAC1A6.05c), mRNA
2541522 NM_001018337.232.06 32.73 19.66 fep1 GO:0005634//nucleus;GO:0005667//transcription factor complex;GO:0000790//nuclear chromatinGO:0001228//transcriptional activator activity, RNA polymerase II transcription regulatory region sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0005506//iron ion binding;GO:0001085//RNA polymerase II transcription factor binding;GO:0051536//iron-sulfur cluster binding;GO:0003690//double-stranded DNA binding;GO:0001078//transcriptional repressor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003682//chromatin binding;GO:0008270//zinc ion binding;GO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0034396//negative regulation of transcription from RNA polymerase II promoter in response to iron;GO:0006879//cellular iron ion homeostasis;GO:0030154//cell differentiation;GO:0097739//negative regulation of ferrichrome biosynthetic process in response to ironK09184 NP_592936.1//iron-sensing transcription factor Fep1 [Schizosaccharomyces pombe 972h-]Fe-sensing transcription factor Fep1 (fep1), mRNA
2543378 NM_001018399.237.59 36.96 19.87 pac10 GO:0016272//prefoldin complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005844//polysomeGO:0015631//tubulin bindingGO:0006457//protein folding;GO:0007021//tubulin complex assembly;GO:0007017//microtubule-based processNA NP_593000.1//prefoldin subunit 3 Pac10 (predicted) [Schizosaccharomyces pombe 972h-]putative prefoldin subunit 3 Pac10 (pac10), mRNA
2543167 NM_001019616.237.59 38.23 51.14 SPAC3A11.11cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004033//aldo-keto reductase (NADP) activity;GO:0050236//pyridoxine:NADP 4-dehydrogenase activity;GO:0016491//oxidoreductase activityGO:0042821//pyridoxal biosynthetic process;GO:0042820//vitamin B6 catabolic processK05275 NP_594192.1//pyridoxal reductase (predicted) [Schizosaccharomyces pombe 972h-]putative pyridoxal reductase (SPAC3A11.11c), mRNA
2541642 NM_001018653.252.72 46.46 137.77 ubc6 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0061630//ubiquitin protein ligase activity;GO:0005524//ATP binding;GO:0031625//ubiquitin protein ligase binding;GO:0061631//ubiquitin conjugating enzyme activityGO:0030433//ubiquitin-dependent ERAD pathway;GO:0000209//protein polyubiquitinationK04554//ubiquitin-conjugating enzyme E2 J2 [EC:2.3.2.23]NP_593256.1//ubiquitin conjugating enzyme Ubc6 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin conjugating enzyme Ubc6 (ubc6), partial mRNA
2538990 NM_001023518.242.16 41.72 15.03 ubp12 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004843//thiol-dependent ubiquitin-specific protease activityGO:0006511//ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitinationK11835//ubiquitin carboxyl-terminal hydrolase 4/11 [EC:3.4.19.12]NP_588530.1//CSN-associated deubiquitinating enzyme Ubp12 [Schizosaccharomyces pombe 972h-]CSN-associated deubiquitinating enzyme Ubp12 (ubp12), mRNA
2539612 NM_001021831.245.15 42.5 18.08 SPBC15C4.03GO:0016020//membrane;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005968//Rab-protein geranylgeranyltransferase complexGO:0016740//transferase activity;GO:0017137//Rab GTPase binding;GO:0005092//GDP-dissociation inhibitor activity;GO:0004663//Rab geranylgeranyltransferase activityGO:0006612//protein targeting to membrane;GO:0090630//activation of GTPase activity;GO:0007264//small GTPase mediated signal transduction;GO:0018344//protein geranylgeranylation;GO:0006888//ER to Golgi vesicle-mediated transportK17255//Rab GDP dissociation inhibitorNP_595923.1//Rab geranylgeranyltransferase escort protein (predicted) [Schizosaccharomyces pombe 972h-]putative Rab geranylgeranyltransferase escort protein (SPBC15C4.03), mRNA
2543600 NM_001018953.273.73 78.43 110.45 SPAPB1A10.05GO:0005634//nucleusNA NA NA NP_593519.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB1A10.05), mRNA
2542910 NM_001019515.242.22 41.82 56.03 SPAC1486.03cGO:0005634//nucleus;GO:0071008//U2-type post-mRNA release spliceosomal complex;GO:0005681//spliceosomal complex;GO:0005816//spindle pole body;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0003677//DNA bindingGO:0006397//mRNA processing;GO:0006355//regulation of transcription, DNA-templated;GO:0008380//RNA splicing;GO:0045292//mRNA cis splicing, via spliceosome;GO:0000390//spliceosomal complex disassemblyK13103//tuftelin-interacting protein 11NP_594091.1//RNA-binding splicing factor (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding splicing factor (SPAC1486.03c), mRNA
2543230 NM_001019269.240.86 34.54 22.93 SPAC823.13cGO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0007007//inner mitochondrial membrane organizationK17983 NP_593840.1//mitochondrial inner membrane protein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC823.13c), mRNA
2539779 NM_001356238.131.49 23.38 10.94 SPBC16E9.19GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0043248//proteasome assemblyNA NP_595786.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC16E9.19), mRNA
2539272 NM_001023188.238.24 36.8 25.96 gpi8 GO:0005783//endoplasmic reticulum;GO:0042765//GPI-anchor transamidase complexGO:0008233//peptidase activity;GO:0003923//GPI-anchor transamidase activity;GO:0004197//cysteine-type endopeptidase activityGO:0006506//GPI anchor biosynthetic process;GO:0016255//attachment of GPI anchor to protein;GO:0034394//protein localization to cell surfaceK05290//phosphatidylinositol glycan, class K [EC:2.6.-.-]NP_588198.1//pig-K [Schizosaccharomyces pombe 972h-]pig-K (gpi8), mRNA
2541178 NM_001021393.248.34 45.41 23.48 mpr1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0043424//protein histidine kinase binding;GO:0009927//histidine phosphotransfer kinase activityGO:0000160//phosphorelay signal transduction system;GO:0034599//cellular response to oxidative stress;GO:0032874//positive regulation of stress-activated MAPK cascade;GO:0010972//negative regulation of G2/M transition of mitotic cell cycleK11232 NP_595482.1//histidine-containing response regulator phosphotransferase Mpr1 [Schizosaccharomyces pombe 972h-]histidine-containing response regulator phosphotransferase Mpr1 (mpr1), mRNA
2539406 NM_001022824.238.07 37.21 17.1 phf1 GO:0005634//nucleus;GO:0033193//Lsd1/2 complexGO:0031491//nucleosome binding;GO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activityGO:0006355//regulation of transcription, DNA-templated;GO:0033169//histone H3-K9 demethylation;GO:0006351//transcription, DNA-templatedK18703//succinate---hydroxymethylglutarate CoA-transferase [EC:2.8.3.13];K02606//origin recognition complex subunit 4NP_587831.1//PHD finger containing protein Phf1 [Schizosaccharomyces pombe 972h-]PHD finger domain-containing protein Phf1 (phf1), mRNA

NR_150514.1 NR_150514.1 34.75 30.76 25.09 NA GO:0000408//EKC/KEOPS complex;GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0046872//metal ion binding;GO:0031490//chromatin DNA binding;GO:0061711//N(6)-L-threonylcarbamoyladenine synthaseGO:0000722//telomere maintenance via recombination;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0002949//tRNA threonylcarbamoyladenosine modification;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK01409//N6-L-threonylcarbamoyladenine synthase [EC:2.3.1.234]NP_596498.1//metallopeptidase Pgp2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1620), miscRNA
2541822 NM_001019925.213.36 16.3 15.3 SPAC1F7.10 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0036361//racemase activity, acting on amino acids and derivativesGO:0006807//nitrogen compound metabolic processK10389//tubulin gamma;K01464//dihydropyrimidinase [EC:3.5.2.2];K15303//aflatoxin B1 aldehyde reductaseNP_594496.1//hydantoin racemase family (predicted) [Schizosaccharomyces pombe 972h-]putative hydantoin racemase family protein (SPAC1F7.10), mRNA
2539292 NM_001022829.235.42 34.54 30.96 aph1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004081//bis(5'-nucleosyl)-tetraphosphatase (asymmetrical) activity;GO:0005525//GTP bindingGO:0006154//adenosine catabolic processK01522//bis(5'-adenosyl)-triphosphatase [EC:3.6.1.29]NP_587836.1//bis(5'-nucleosidyl)-tetraphosphatase [Schizosaccharomyces pombe 972h-]bis(5'-nucleosidyl)-tetraphosphatase (aph1), mRNA
2541742 NM_001019177.226.18 22.89 11.03 SPAC22H10.09GO:0005739//mitochondrionNA NA NA NP_593746.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC22H10.09), mRNA
2540944 NM_001021941.235.81 33.71 11.84 cox10 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0031966//mitochondrial membrane;GO:0005739//mitochondrionGO:0004311//farnesyltranstransferase activity;GO:0008495//protoheme IX farnesyltransferase activityGO:0006784//heme a biosynthetic process;GO:0045333//cellular respiration;GO:0048034//heme O biosynthetic process;GO:0006783//heme biosynthetic processK02257//protoheme IX farnesyltransferase [EC:2.5.1.-]NP_596031.1//protoheme IX farnesyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative protoheme IX farnesyltransferase (cox10), mRNA
2542399 NM_001019350.229.79 32.06 30.13 SPAC1805.10GO:0005840//ribosome;GO:0000220//vacuolar proton-transporting V-type ATPase, V0 domain;GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0003735//structural constituent of ribosome;GO:0015078//hydrogen ion transmembrane transporter activityGO:0015991//ATP hydrolysis coupled proton transport;GO:0006412//translationK02927//large subunit ribosomal protein L40eNP_593921.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1805.10), mRNA
2540069 NM_001021060.257.7 47.45 320.18 srx1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0032542//sulfiredoxin activityGO:0034599//cellular response to oxidative stress;GO:1990748//cellular detoxification;GO:0032272//negative regulation of protein polymerization;GO:0034613//cellular protein localizationK12260//sulfiredoxin [EC:1.8.98.2]NP_595151.1//sulfiredoxin [Schizosaccharomyces pombe 972h-]sulfiredoxin (srx1), mRNA
2539270 NM_001022725.226.68 27.09 11.16 SPCC1235.04cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003919//FMN adenylyltransferase activity;GO:0005524//ATP binding;GO:0003824//catalytic activityGO:0006747//FAD biosynthetic process;GO:0046444//FMN metabolic process;GO:0008152//metabolic process;GO:0055114//oxidation-reduction processK14776//ATP-dependent RNA helicase DDX10/DBP4 [EC:3.6.4.13];K00953//FAD synthetase [EC:2.7.7.2]NP_587730.1//FAD synthetase (predicted) [Schizosaccharomyces pombe 972h-]putative FAD synthetase (SPCC1235.04c), mRNA
2542552 NM_001019657.234.61 36.92 16.3 SPAC1B1.04cGO:0005829//cytosol;GO:0031251//PAN complex;GO:0005739//mitochondrion;GO:0000932//P-body;GO:0005737//cytoplasmGO:0046872//metal ion bindingGO:0090503//RNA phosphodiester bond hydrolysis, exonucleolytic;GO:0010606//positive regulation of cytoplasmic mRNA processing body assembly;GO:0000289//nuclear-transcribed mRNA poly(A) tail shortening;GO:0000290//deadenylation-dependent decapping of nuclear-transcribed mRNAK12572//PAB-dependent poly(A)-specific ribonuclease subunit 3NP_594234.2//poly(A)-specific ribonuclease complex subunit Pan3 (predicted) [Schizosaccharomyces pombe 972h-]putative poly(A)-specific ribonuclease complex subunit Pan3 (SPAC1B1.04c), mRNA
2540980 NM_001023767.237.83 37.54 28.58 rpn1301 GO:0005634//nucleus;GO:0008541//proteasome regulatory particle, lid subcomplex;GO:0005829//cytosolGO:0043130//ubiquitin binding;GO:0061133//endopeptidase activator activity;GO:0070628//proteasome bindingGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK06691//26S proteasome regulatory subunit N13NP_596747.1//hypothetical protein SPBC342.04 [Schizosaccharomyces pombe 972h-]proteasome regulatory subunit rpn1301 (rpn1301), mRNA
2539767 NM_001022120.227.79 25.18 19.47 pof10 GO:0000151//ubiquitin ligase complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0030674//protein binding, bridgingGO:0070647//protein modification by small protein conjugation or removalK15073 NP_596201.1//F-box protein Pof10 [Schizosaccharomyces pombe 972h-]F-box protein Pof10 (pof10), mRNA
2539628 NM_001022558.246.11 42.96 16.59 SPBC1604.03cGO:0005783//endoplasmic reticulumNA NA NA NP_596637.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1604.03c), mRNA
2542632 NM_001355978.141.33 42.77 6.98 cdc25 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004725//protein tyrosine phosphatase activityGO:0072428//signal transduction involved in intra-S DNA damage checkpoint;GO:0072435//response to mitotic G2 DNA damage checkpoint signaling;GO:0008361//regulation of cell size;GO:0033314//mitotic DNA replication checkpoint;GO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0051301//cell division;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0110032//positive regulation of G2/MI transition of meiotic cell cycleK02555 NP_592947.1//M phase inducer phosphatase Cdc25 [Schizosaccharomyces pombe 972h-]M phase inducer phosphatase Cdc25 (cdc25), mRNA
2541507 NM_001019972.240.07 41.1 23.74 nup146 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0044613//nuclear pore central transport channel;GO:0044614//nuclear pore cytoplasmic filaments;GO:0005737//cytoplasmGO:0003714//transcription corepressor activityGO:0006407//rRNA export from nucleusK18715 NP_594543.1//nucleoporin Nup146 [Schizosaccharomyces pombe 972h-]nucleoporin Nup146 (nup146), mRNA
2541240 NM_001021468.234.67 37.32 55.7 SPBC8D2.11 GO:0005634//nucleus;GO:0005762//mitochondrial large ribosomal subunit;GO:0015934//large ribosomal subunit;GO:0005829//cytosolGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationNA BAA21435.1//pi054 [Schizosaccharomyces pombe]uncharacterized protein (SPBC8D2.11), mRNA
2539627 NM_001021326.233.81 36.06 13.86 cdc27 GO:0005634//nucleus;GO:0043625//delta DNA polymerase complex;GO:0005829//cytosol;GO:0043596//nuclear replication forkGO:0003887//DNA-directed DNA polymerase activityGO:1904161//DNA synthesis involved in UV-damage excision repair;GO:0006260//DNA replication;GO:0051301//cell division;GO:0090305//nucleic acid phosphodiester bond hydrolysis;GO:1903460//mitotic DNA replication leading strand elongation;GO:0006271//DNA strand elongation involved in DNA replication;GO:1903459//mitotic DNA replication lagging strand elongationK03504//DNA polymerase delta subunit 3NP_595419.1//DNA polymerase delta subunit Cdc27 [Schizosaccharomyces pombe 972h-]DNA polymerase delta subunit Cdc27 (cdc27), mRNA

NR_150250.1 NR_150250.1 32.27 32.66 11.2 NA GO:0005634//nucleus;GO:0000151//ubiquitin ligase complex;GO:0005829//cytosolGO:0032182//ubiquitin-like protein binding;GO:0097602//cullin family protein binding;GO:0031624//ubiquitin conjugating enzyme bindingGO:0045116//protein neddylation;GO:0051443//positive regulation of ubiquitin-protein transferase activityK17822//DCN1-like protein 1/2NP_595243.1//neddylation protein Dcn1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1373), miscRNA
2541535 NM_001018288.244.53 44.27 35.29 wdr21 GO:0080008//Cul4-RING E3 ubiquitin ligase complex;GO:0005634//nucleus;GO:0070913//Ddb1-Wdr21 complex;GO:0005829//cytosolNA GO:0070647//protein modification by small protein conjugation or removal;GO:0006282//regulation of DNA repairK11799//WD repeat-containing protein 21ANP_592888.1//hypothetical protein SPAC12G12.10 [Schizosaccharomyces pombe 972h-]WD-repeat family protein wdr21 (wdr21), mRNA
2542505 NM_001019359.252.92 55.26 18.86 SPAC1B2.03cGO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0009922//fatty acid elongase activity;GO:0102336//3-oxo-arachidoyl-CoA synthase activity;GO:0102756//very-long-chain 3-ketoacyl-CoA synthase activity;GO:0102337//3-oxo-cerotoyl-CoA synthase activity;GO:0102338//3-oxo-lignoceronyl-CoA synthase activityGO:0019367//fatty acid elongation, saturated fatty acid;GO:0034626//fatty acid elongation, polyunsaturated fatty acid;GO:0030148//sphingolipid biosynthetic process;GO:0006633//fatty acid biosynthetic process;GO:0019368//fatty acid elongation, unsaturated fatty acid;GO:0042761//very long-chain fatty acid biosynthetic process;GO:0034625//fatty acid elongation, monounsaturated fatty acidK10246 NP_593930.1//GNS1/SUR4 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative GNS1/SUR4 family protein (SPAC1B2.03c), mRNA
2539940 NM_001023800.237.05 35.75 33.3 SPBC16A3.10GO:0005783//endoplasmic reticulum;GO:0031090//organelle membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0047184//1-acylglycerophosphocholine O-acyltransferase activity;GO:0003841//1-acylglycerol-3-phosphate O-acyltransferase activityGO:0006646//phosphatidylethanolamine biosynthetic process;GO:0046474//glycerophospholipid biosynthetic processK13519//lysophospholipid acyltransferase [EC:2.3.1.51 2.3.1.23 2.3.1.-]NP_596779.1//membrane bound O-acyltransferase, MBOAT (predicted) [Schizosaccharomyces pombe 972h-]putative MBOAT family O-acyltransferase (SPBC16A3.10), mRNA
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2542852 NM_001019142.237.69 37.99 10.65 SPAC13G7.09cGO:0005634//nucleus;GO:0005730//nucleolusNA NA NA NP_593711.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC13G7.09c), mRNA
2542313 NM_001019472.236.91 36.76 29.92 taz1 GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0000784//nuclear chromosome, telomeric region;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0071687//horsetail nucleus leading edge;GO:0035974//meiotic spindle pole body;GO:0000783//nuclear telomere cap complexGO:0042162//telomeric DNA binding;GO:0042803//protein homodimerization activity;GO:0098505//G-rich strand telomeric DNA bindingGO:0030466//chromatin silencing at silent mating-type cassette;GO:0031860//telomeric 3' overhang formation;GO:0101017//regulation of mitotic DNA replication initiation from late origin;GO:0031848//protection from non-homologous end joining at telomere;GO:0006348//chromatin silencing at telomere;GO:0044820//mitotic telomere tethering at nuclear periphery;GO:0006302//double-strand break repair;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0034613//cellular protein localization;GO:0031627//telomeric loop formation;GO:0032121//meiotic attachment of telomeric heterochromatin to spindle pole body;GO:0000723//telomere maintenance;GO:1902990//mitotic telomere maintenance via semi-conservative replicationNA NP_594047.1//telomere length regulator [Schizosaccharomyces pombe 972h-]telomere length regulator (taz1), mRNA
2540526 NM_001022564.233.96 32.19 15.13 thi2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0005506//iron ion binding;GO:0008198//ferrous iron bindingGO:0009228//thiamine biosynthetic process;GO:0000002//mitochondrial genome maintenance;GO:0052837//thiazole biosynthetic process;GO:0006950//response to stressK03146//thiamine thiazole synthaseNP_596642.1//thiazole biosynthetic enzyme [Schizosaccharomyces pombe 972h-]thiazole biosynthetic enzyme (thi2), mRNA
2541596 NM_001019739.285.3 109.22 19.69 per1 GO:0051286//cell tip;GO:0032178//medial membrane band;GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0000139//Golgi membraneGO:0015193//L-proline transmembrane transporter activity;GO:0015189//L-lysine transmembrane transporter activity;GO:0015181//arginine transmembrane transporter activity;GO:0015171//amino acid transmembrane transporter activityGO:0097639//L-lysine import across plasma membrane;GO:0097638//L-arginine import across plasma membrane;GO:0019740//nitrogen utilizationK16261 NP_594316.1//amino acid permease [Schizosaccharomyces pombe 972h-]amino acid permease (per1), mRNA
9407293 NM_001355934.137.97 36.65 13.01 SPCC1442.19GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionNA GO:0032543//mitochondrial translationK17440 NP_588325.1//sequence orphan [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein Mrp49 (SPCC1442.19), mRNA

NR_150373.1 NR_150373.1 36.64 31.86 18.49 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1486), miscRNA
2542181 NM_001019992.233.85 36.03 20.14 SPAC29E6.05cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008113//peptide-methionine (S)-S-oxide reductase activity;GO:0036456//L-methionine-(S)-S-oxide reductase activityGO:0030091//protein repair;GO:0034599//cellular response to oxidative stress;GO:1990355//L-methionine salvage from methionine sulphoxideK07304//peptide-methionine (S)-S-oxide reductase [EC:1.8.4.11];K11562NP_594563.1//peptide methionine sulfoxide reductase (predicted) [Schizosaccharomyces pombe 972h-]putative peptide methionine sulfoxide reductase (SPAC29E6.05c), mRNA
2540948 NM_001355776.130.51 32.78 18.08 hba1 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005737//cytoplasmGO:0008536//Ran GTPase bindingGO:0046827//positive regulation of protein export from nucleus;GO:0046907//intracellular transport;GO:0000056//ribosomal small subunit export from nucleus;GO:1901181//negative regulation of cellular response to caffeine;GO:0043547//positive regulation of GTPase activity;GO:0006405//RNA export from nucleus;GO:0007051//spindle organization;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0034599//cellular response to oxidative stress;GO:0000082//G1/S transition of mitotic cell cycle;GO:0006606//protein import into nucleusK15304//Ran-binding protein 3NP_596042.1//Ran GTPase binding protein Hba1 [Schizosaccharomyces pombe 972h-]Ran GTPase-binding protein Hba1 (hba1), mRNA
2540423 NM_001022571.232.02 31.02 22.7 cox17 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane spaceGO:0016531//copper chaperone activityGO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0006878//cellular copper ion homeostasis;GO:0015680//intracellular copper ion transport;GO:0007005//mitochondrion organization;GO:0006825//copper ion transportK02260//cytochrome c oxidase assembly protein subunit 17NP_596649.1//cytochrome C oxidase copper chaperone Cox17 (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome C oxidase copper chaperone Cox17 (cox17), mRNA
2539501 NM_001022817.255.9 46.33 36.72 mdj1 GO:0005759//mitochondrial matrix;GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005829//cytosol;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0001671//ATPase activator activity;GO:0005524//ATP binding;GO:0031072//heat shock protein binding;GO:0051082//unfolded protein binding;GO:0030544//Hsp70 protein bindingGO:0006457//protein folding;GO:0006458//'de novo' protein folding;GO:0000002//mitochondrial genome maintenance;GO:0006515//protein quality control for misfolded or incompletely synthesized proteins;GO:0009408//response to heat;GO:0042026//protein refoldingK03686//molecular chaperone DnaJNP_587824.1//mitochondrial DNAJ domain protein Mdj1 (predicted) [Schizosaccharomyces pombe 972h-]putative DNAJ domain-containing protein Mdj1 (mdj1), mRNA
2541672 NM_001019816.231.95 31.96 18.38 lsk1 GO:0005634//nucleus;GO:0019908//nuclear cyclin-dependent protein kinase holoenzyme complex;GO:0070692//CTDK-1 complex;GO:0005730//nucleolus;GO:0000790//nuclear chromatinGO:0008353//RNA polymerase II carboxy-terminal domain kinase activity;GO:0004693//cyclin-dependent protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0044212//transcription regulatory region DNA binding;GO:0008134//transcription factor binding;GO:0030332//cyclin bindingGO:0006368//transcription elongation from RNA polymerase II promoter;GO:1904788//positive regulation of induction of conjugation with cellular fusion by regulation of transcription from RNA polymerase II promoter;GO:0006397//mRNA processing;GO:1904789//regulation of mitotic actomyosin contractile ring maintenance;GO:0071619//phosphorylation of RNA polymerase II C-terminal domain serine 2 residuesK00916 NP_594393.1//P-TEFb-associated cyclin-dependent protein kinase Lsk1 [Schizosaccharomyces pombe 972h-]P-TEFb-associated cyclin-dependent protein kinase Lsk1 (lsk1), mRNA
2540408 NM_001022276.228.96 27.93 20.54 spt7 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0000790//nuclear chromatinNA GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016573//histone acetylation;GO:0006366//transcription from RNA polymerase II promoterK11359 NP_596356.2//SAGA complex bromodomain subunit Spt7 [Schizosaccharomyces pombe 972h-]SAGA complex bromodomain subunit Spt7 (spt7), mRNA
2539402 NM_001022686.235.4 34.73 20.45 SPCC613.03 GO:0005788//endoplasmic reticulum lumen;GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0005796//Golgi lumen;GO:0005829//cytosol;GO:0043234//protein complex;GO:0005794//Golgi apparatus;GO:0005826//actomyosin contractile ring;GO:0005844//polysomeGO:0005509//calcium ion binding;GO:0017022//myosin bindingGO:1903475//mitotic actomyosin contractile ring assembly;GO:0034613//cellular protein localization;GO:0000917//division septum assemblyK21991//protein unc-45NP_587692.1//UCS-domain protein Rng3 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC613.03), mRNA
2541069 NM_001023814.243.28 35.4 29.55 dbp8 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0003676//nucleic acid bindingGO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0010501//RNA secondary structure unwinding;GO:0006364//rRNA processing;GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14778//ATP-dependent RNA helicase DDX49/DBP8 [EC:3.6.4.13]NP_596794.1//ATP-dependent RNA helicase Dbp8 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Dbp8 (dbp8), mRNA
2543646 NM_001018558.228.56 25.93 14.18 moc3 GO:0005634//nucleusGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0031139//positive regulation of conjugation with cellular fusion;GO:0006351//transcription, DNA-templatedK21632 NP_593160.2//transcription factor Moc3 [Schizosaccharomyces pombe 972h-]transcription factor Moc3 (moc3), mRNA
3361381 NM_001355976.135.67 33.67 13.17 SPAC12G12.01cGO:0005829//cytosol;GO:0035859//Seh1-associated complex;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0032008//positive regulation of TOR signalingK20407//WD repeat-containing protein mioXP_001713039.1//ubiquitin-protein ligase E3 [Schizosaccharomyces pombe 972h-]ubiquitin-protein ligase E3 (SPAC12G12.01c), mRNA
2538910 NM_001022720.233.73 33.56 17.24 SPCC320.04cGO:0005634//nucleus;GO:0032865//ERMES complex;GO:0005635//nuclear envelope;GO:0031307//integral component of mitochondrial outer membrane;GO:0005829//cytosolGO:0005509//calcium ion binding;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:1990456//mitochondrion-endoplasmic reticulum membrane tethering;GO:0007005//mitochondrion organizationK07870//mitochondrial Rho GTPase 1 [EC:3.6.5.-]NP_587725.1//GTPase Gem1 (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase Gem1 (SPCC320.04c), mRNA
5802967 NM_001356184.136.86 34.05 17.37 SPAC20G4.08GO:0010494//cytoplasmic stress granule;GO:0000932//P-body;GO:0005737//cytoplasmGO:0032947//protein complex scaffold activityGO:0031087//deadenylation-independent decapping of nuclear-transcribed mRNA;GO:0033962//cytoplasmic mRNA processing body assemblyNA XP_001713113.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC20G4.08), mRNA
2540725 NM_001022614.231.38 29.89 56.35 vps20 GO:0005774//vacuolar membrane;GO:0005938//cell cortex;GO:0000815//ESCRT III complexNA GO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0045324//late endosome to vacuole transportK12195//charged multivesicular body protein 6NP_596691.1//ESCRT III complex subunit Vps20 [Schizosaccharomyces pombe 972h-]ESCRT III complex subunit Vps20 (vps20), mRNA
2541640 NM_001018412.235.06 38.07 15.95 1-Oct GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005739//mitochondrion;GO:0071014//post-mRNA release spliceosomal complexGO:0046872//metal ion binding;GO:0004222//metalloendopeptidase activityGO:0006627//protein processing involved in protein targeting to mitochondrion;GO:0006879//cellular iron ion homeostasis;GO:0006518//peptide metabolic process;GO:0051321//meiotic cell cycle;GO:0045292//mRNA cis splicing, via spliceosome;GO:0050821//protein stabilizationK01410//mitochondrial intermediate peptidase [EC:3.4.24.59]NP_593013.1//mitochondrial intermediate peptidase Oct1 (predicted) [Schizosaccharomyces pombe 972h-]putative peptidase Oct1 (oct1), mRNA
2542409 NM_001019164.230.31 35.56 36.26 dma1 GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0032153//cell division siteGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion bindingGO:0031030//negative regulation of septation initiation signaling;GO:1902364//negative regulation of protein localization to spindle pole body;GO:0007094//mitotic spindle assembly checkpoint;GO:0044810//Dma1-dependent checkpointK08994//ion channel-forming bestrophin family protein;K01768//adenylate cyclase [EC:4.6.1.1]NP_593733.1//mitotic spindle checkpoint protein Dma1 [Schizosaccharomyces pombe 972h-]mitotic spindle checkpoint protein Dma1 (dma1), mRNA
2539440 NM_001023091.231.47 31.49 27.83 SPCC550.08 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatusGO:0016740//transferase activity;GO:0008080//N-acetyltransferase activityNA NA NP_588100.1//N-acetyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative N-acetyltransferase (SPCC550.08), mRNA
2539187 NM_001022915.232.28 28.27 17.4 sfc4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000127//transcription factor TFIIIC complexGO:0003677//DNA binding;GO:0043035//chromatin insulator sequence binding;GO:0000995//transcription factor activity, core RNA polymerase III bindingGO:0006359//regulation of transcription from RNA polymerase III promoter;GO:0006384//transcription initiation from RNA polymerase III promoterK15201//general transcription factor 3C polypeptide 3 (transcription factor C subunit 4)NP_587924.1//transcription factor TFIIIC complex subunit Sfc4 [Schizosaccharomyces pombe 972h-]transcription factor TFIIIC subunit Sfc4 (sfc4), partial mRNA
2540404 NM_001022469.235.83 35.13 11.54 SPBC25D12.06GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid binding;GO:0008026//ATP-dependent helicase activityGO:0010501//RNA secondary structure unwinding;GO:0045292//mRNA cis splicing, via spliceosomeK14325//RNA-binding protein with serine-rich domain 1NP_596548.2//RNA helicase (predicted) [Schizosaccharomyces pombe 972h-]putative RNA helicase (SPBC25D12.06), mRNA
2542133 NM_001018534.241.89 41.02 18.96 SPAC1687.19cGO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0008479//queuine tRNA-ribosyltransferase activityGO:0101030//tRNA-guanine transglycosylationK00773//queuine tRNA-ribosyltransferase [EC:2.4.2.29]NP_593138.1//queuine tRNA-ribosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative queuine tRNA-ribosyltransferase (SPAC1687.19c), mRNA
2541606 NM_001020150.230.04 32.26 19.8 mam2 GO:0051286//cell tip;GO:0031520//plasma membrane of cell tip;GO:0000324//fungal-type vacuole;GO:0005938//cell cortex;GO:0032153//cell division site;GO:0070250//mating projection membrane;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0038038//G-protein coupled receptor homodimeric complexGO:0036320//mating-type P-factor pheromone receptor activity;GO:0005550//pheromone binding;GO:0004932//mating-type factor pheromone receptor activityGO:0035624//receptor transactivation;GO:0031139//positive regulation of conjugation with cellular fusion;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusionK11213 NP_594722.1//pheromone p-factor receptor [Schizosaccharomyces pombe 972h-]pheromone p-factor receptor (mam2), mRNA
2540958 NM_001356159.133.81 32.16 18.96 SPBC409.19cGO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005741//mitochondrial outer membrane;GO:0005737//cytoplasm;GO:0001401//mitochondrial sorting and assembly machinery complex;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0000810//diacylglycerol diphosphate phosphatase activity;GO:0008565//protein transporter activity;GO:0008195//phosphatidate phosphatase activityGO:0006626//protein targeting to mitochondrion;GO:0006644//phospholipid metabolic process;GO:0007008//outer mitochondrial membrane organizationK17714;K18693//diacylglycerol diphosphate phosphatase / phosphatidate phosphatase [EC:3.1.3.81 3.1.3.4]NP_595469.1//metaxin (predicted) [Schizosaccharomyces pombe 972h-]putative metaxin (SPBC409.19c), mRNA
2540689 NM_001021092.228.83 27.9 16.99 rxt2 GO:0005634//nucleus;GO:0032221//Rpd3S complex;GO:0033698//Rpd3L complex;GO:0005829//cytosol;GO:1990483//Clr6 histone deacetylase complex I'';GO:0070210//Rpd3L-Expanded complexNA GO:0061186//negative regulation of chromatin silencing at silent mating-type cassette;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0061188//negative regulation of chromatin silencing at rDNA;GO:0031939//negative regulation of chromatin silencing at telomere;GO:0006351//transcription, DNA-templated;GO:0061587//transfer RNA gene-mediated silencing;GO:0016575//histone deacetylationNA NP_595184.2//histone deacetylase complex subunit Rxt2 [Schizosaccharomyces pombe 972h-]histone deacetylase complex subunit Rxt2 (rxt2), mRNA
2542203 NM_001018424.228.25 26.17 24.97 rad15 GO:0005829//cytosol;GO:0000112//nucleotide-excision repair factor 3 complexGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004003//ATP-dependent DNA helicase activityGO:0000717//nucleotide-excision repair, DNA duplex unwindingK10844//DNA excision repair protein ERCC-2 [EC:3.6.4.12]XP_013017590.1//transcription factor TFIIH complex subunit Rad15 [Schizosaccharomyces octosporus yFS286]transcription factor TFIIH complex subunit Rad15 (rad15), mRNA
2542122 NM_001018253.237.29 35.56 24.87 SPAC806.02cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0097361//CIA complexGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0016887//ATPase activityGO:0016226//iron-sulfur cluster assemblyK16261;K03593//ATP-binding protein involved in chromosome partitioning;K14012//UBX domain-containing protein 1NP_592852.1//Par A family ATPase/WD repeat iron cluster assembly fusion protein (predicted) [Schizosaccharomyces pombe 972h-]putative Par A family ATPase/WD repeat-containing iron cluster assembly protein (SPAC806.02c), mRNA
2542703 NM_001019882.224.98 26.14 15.06 pot1 GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0000784//nuclear chromosome, telomeric region;GO:0000782//telomere cap complex;GO:0005737//cytoplasm;GO:0005887//integral component of plasma membrane;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0000783//nuclear telomere cap complex;GO:0070187//shelterin complexGO:0004872//receptor activity;GO:0043047//single-stranded telomeric DNA binding;GO:0010521//telomerase inhibitor activity;GO:0098505//G-rich strand telomeric DNA bindingGO:0016233//telomere capping;GO:0007166//cell surface receptor signaling pathway;GO:0032211//negative regulation of telomere maintenance via telomerase;GO:0051974//negative regulation of telomerase activity;GO:0000723//telomere maintenanceNA NP_594453.1//telomere end-binding protein Pot1 [Schizosaccharomyces pombe 972h-]telomere end-binding protein Pot1 (pot1), mRNA
2542322 NM_001019637.328.54 30.86 16.75 SPAC16E8.02GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0008080//N-acetyltransferase activityGO:0046521//sphingoid catabolic processNA NP_594214.1//DUF962 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC16E8.02), partial mRNA
2541277 NM_001021718.230.82 29.97 10.5 pkr1 GO:0005759//mitochondrial matrix;GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005758//mitochondrial intermembrane space;GO:0005739//mitochondrionNA GO:0006979//response to oxidative stress;GO:0006105//succinate metabolic process;GO:0006094//gluconeogenesis;GO:0006111//regulation of gluconeogenesis;GO:0034553//mitochondrial respiratory chain complex II assembly;GO:0070072//vacuolar proton-transporting V-type ATPase complex assemblyK11866//STAM-binding protein [EC:3.4.19.12];K03349//anaphase-promoting complex subunit 2;K19950NP_595814.1//V-ATPase assembly factor Pkr1 (predicted) [Schizosaccharomyces pombe 972h-]putative V-ATPase assembly factor Pkr1 (pkr1), mRNA
3361531 NM_001356024.127.95 28.55 14.11 lsb6 GO:0016020//membrane;GO:0005765//lysosomal membrane;GO:0000329//fungal-type vacuole membrane;GO:0005802//trans-Golgi network;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0000139//Golgi membrane;GO:0005768//endosome;GO:0005794//Golgi apparatus;GO:0005886//plasma membraneGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0016301//kinase activity;GO:0004430//1-phosphatidylinositol 4-kinase activityGO:0007030//Golgi organization;GO:0007032//endosome organization;GO:0046854//phosphatidylinositol phosphorylationK13711//phosphatidylinositol 4-kinase type 2 [EC:2.7.1.67]XP_001713056.1//1-phosphatidylinositol 4-kinase Lsb6 (predicted) [Schizosaccharomyces pombe 972h-]putative 1-phosphatidylinositol 4-kinase Lsb6 (lsb6), mRNA
2539748 NM_001022311.238.22 39.03 47.15 SPBC11C11.01GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0005829//cytosolGO:0003723//RNA bindingGO:0045292//mRNA cis splicing, via spliceosomeK12842//U2-associated protein SR140NP_596390.2//U2-associated protein (predicted) [Schizosaccharomyces pombe 972h-]putative U2-associated protein (SPBC11C11.01), mRNA
2541834 NM_001018880.229.32 30.4 40.98 gda1 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0045134//uridine-diphosphatase activity;GO:0046872//metal ion binding;GO:0004382//guanosine-diphosphatase activityGO:0046712//GDP catabolic process;GO:0006256//UDP catabolic process;GO:0006487//protein N-linked glycosylationK01526 NP_593447.1//guanosine-diphosphatase Gda1 [Schizosaccharomyces pombe 972h-]guanosine-diphosphatase Gda1 (gda1), mRNA
2539307 NM_001022838.233.28 34.33 14.31 brl2 GO:0051286//cell tip;GO:0005634//nucleus;GO:0033503//HULC complex;GO:0031410//cytoplasmic vesicle;GO:0030428//cell septum;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0051285//cell cortex of cell tip;GO:0090619//meiotic spindle pole;GO:0000145//exocyst;GO:0005829//cytosol;GO:0031618//nuclear pericentric heterochromatinGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0006904//vesicle docking involved in exocytosis;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0032120//ascospore-type prospore membrane assembly;GO:0000920//cell separation after cytokinesis;GO:0006903//vesicle targeting;GO:0006897//endocytosis;GO:0006612//protein targeting to membrane;GO:0051569//regulation of histone H3-K4 methylation;GO:0006893//Golgi to plasma membrane transport;GO:0090522//vesicle tethering involved in exocytosis;GO:0006886//intracellular protein transport;GO:0071894//histone H2B conserved C-terminal lysine ubiquitination;GO:0006336//DNA replication-independent nucleosome assembly;GO:0031497//chromatin assembly;GO:0000917//division septum assembly;GO:0006887//exocytosisK06111//exocyst complex component 4;K10696//E3 ubiquitin-protein ligase BRE1 [EC:2.3.2.27]NP_587845.1//ubiquitin-protein ligase E3 Brl2 [Schizosaccharomyces pombe 972h-]ubiquitin-protein ligase E3 Brl2 (brl2), mRNA
2542810 NM_001019325.232.33 28.81 16.93 pof5 GO:0000151//ubiquitin ligase complex;GO:0005739//mitochondrionGO:0030674//protein binding, bridgingGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0070647//protein modification by small protein conjugation or removalK06101//histone-lysine N-methyltransferase ASH1L [EC:2.1.1.43]NP_593895.1//F-box protein Pof5 [Schizosaccharomyces pombe 972h-]F-box protein Pof5 (pof5), mRNA
2541779 NM_001018823.238.54 30.04 21.59 SPAC23H4.15GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030688//preribosome, small subunit precursor;GO:0005737//cytoplasmGO:0034511//U3 snoRNA binding;GO:0005525//GTP binding;GO:0043021//ribonucleoprotein complex binding;GO:0003924//GTPase activityGO:0042254//ribosome biogenesis;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000479//endonucleolytic cleavage of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000461//endonucleolytic cleavage to generate mature 3'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingK14799//pre-rRNA-processing protein TSR1NP_593391.1//ribosome biogenesis protein Tsr1 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Tsr1 (SPAC23H4.15), mRNA
2539030 NM_001023542.2 28 27.91 11.56 ppk38 GO:0030479//actin cortical patch;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0007015//actin filament organization;GO:0000147//actin cortical patch assembly;GO:0030100//regulation of endocytosisK08286;K08853//AP2-associated kinase [EC:2.7.11.1]NP_588555.1//Ark1/Prk1 family protein kinase Ppk38 [Schizosaccharomyces pombe 972h-]Ark1/Prk1 family protein kinase Ppk38 (ppk38), partial mRNA
2542424 NM_001019354.236.05 35.17 17 SPAC1805.14GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_593925.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1805.14), mRNA
2543089 NM_001018284.225.27 22.05 9.71 pfs2 GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005829//cytosol;GO:0000790//nuclear chromatinNA GO:0007059//chromosome segregation;GO:0006379//mRNA cleavage;GO:0031124//mRNA 3'-end processing;GO:0006378//mRNA polyadenylationK15542//polyadenylation factor subunit 2NP_592884.1//WD repeat protein Pfs2 [Schizosaccharomyces pombe 972h-]WD repeat protein Pfs2 (pfs2), mRNA
2543415 NM_001019770.230.64 31.85 27.77 SPAC4H3.13 GO:0000408//EKC/KEOPS complex;GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005829//cytosolNA GO:0002949//tRNA threonylcarbamoyladenosine modification;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK15902//EKC/KEOPS complex subunit PCC1/LAGE3NP_594349.1//transcriptional regulator Pcc1 (predicted) [Schizosaccharomyces pombe 972h-]putative transcriptional regulator Pcc1 (SPAC4H3.13), mRNA
2543266 NM_001018931.224.76 23.97 10.51 sgt1 GO:0005634//nucleus;GO:0005829//cytosolGO:0003713//transcription coactivator activityGO:1900402//regulation of carbohydrate metabolic process by regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedNA NP_593497.1//SGT1 family transcriptional regulator Sgt1 [Schizosaccharomyces pombe 972h-]SGT1 family transcriptional regulator Sgt1 (sgt1), mRNA
2539104 NM_001355938.138.53 38.04 67.18 eaf1 GO:0032783//ELL-EAF complexGO:0003746//translation elongation factor activityGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0006355//regulation of transcription, DNA-templated;GO:0045944//positive regulation of transcription from RNA polymerase II promoterK15186//ELL-associated factorXP_001713171.1//RNA polymerase II transcription elongation factor SpEAF [Schizosaccharomyces pombe 972h-]RNA polymerase II transcription elongation factor SpEAF (eaf1), mRNA
2542391 NM_001019215.239.3 40.68 21.87 SPAC19A8.06GO:0012505//endomembrane system;GO:0031965//nuclear membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0016491//oxidoreductase activityNA K17732//mitochondrial-processing peptidase subunit beta [EC:3.4.24.64];K00218NP_593786.1//short chain dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative dehydrogenase (SPAC19A8.06), mRNA
2542956 NM_001356207.156.27 53.95 8.31 SPAC1039.01GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0015179//L-amino acid transmembrane transporter activity;GO:0015297//antiporter activity;GO:0015171//amino acid transmembrane transporter activityNA K19564;K09885NP_594992.1//gamma-aminobutyric acid/polyamine transporter [Schizosaccharomyces pombe 972h-]putative amino acid permease (SPAC1039.01), mRNA
2541930 NM_001018578.232.59 32.7 19.2 sec2 GO:0051286//cell tip;GO:0071341//medial cortical node;GO:0035974//meiotic spindle pole body;GO:0032153//cell division site;GO:0005628//prospore membrane;GO:0051285//cell cortex of cell tipGO:0017112//Rab guanyl-nucleotide exchange factor activity;GO:0005085//guanyl-nucleotide exchange factor activityGO:0006886//intracellular protein transport;GO:0006887//exocytosisK19940 NP_593182.1//guanyl-nucleotide exchange factor Sec2 (predicted) [Schizosaccharomyces pombe 972h-]putative guanyl-nucleotide exchange factor Sec2 (sec2), mRNA
2542351 NM_001018807.235.84 28.08 23.6 SPAC57A7.06GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolusNA GO:0006364//rRNA processing;GO:0030490//maturation of SSU-rRNAK14567//U3 small nucleolar RNA-associated protein 14NP_593375.1//U3 snoRNP protein Utp14 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP protein Utp14 (SPAC57A7.06), mRNA
2542786 NM_001019717.235.86 39.72 24.51 SPAC15A10.07GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_594294.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC15A10.07), mRNA
2539082 NM_001023437.235.27 29.26 13.92 pus1 GO:0005634//nucleusGO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0009982//pseudouridine synthase activity;GO:0004730//pseudouridylate synthase activityGO:0031120//snRNA pseudouridine synthesis;GO:0031119//tRNA pseudouridine synthesis;GO:1990481//mRNA pseudouridine synthesisK06173//tRNA pseudouridine38-40 synthase [EC:5.4.99.12]NP_588446.1//tRNA pseudouridine synthase Lsp1 [Schizosaccharomyces pombe 972h-]tRNA pseudouridine synthase Lsp1 (pus1), mRNA
2540296 NM_001022144.248.27 37.76 32.69 exg3 GO:0005634//nucleus;GO:0009986//cell surface;GO:1990819//actin fusion focus;GO:0005829//cytosol;GO:0005576//extracellular region;GO:0005737//cytoplasmGO:0004338//glucan exo-1,3-beta-glucosidase activity;GO:0046557//glucan endo-1,6-beta-glucosidase activityGO:0009251//glucan catabolic process;GO:0070879//fungal-type cell wall beta-glucan metabolic process;GO:1904541//fungal-type cell wall disassembly involved in conjugation with cellular fusionK03845//alpha-1,3-mannosyltransferase [EC:2.4.1.258];K01210NP_596224.1//glucan 1,3-beta-glucosidase Exg3 [Schizosaccharomyces pombe 972h-]glucan 1,3-beta-glucosidase Exg3 (exg3), mRNA
2540117 NM_001023857.240.33 40.34 17.3 usp109 GO:0005685//U1 snRNP;GO:0005634//nucleus;GO:0005829//cytosolGO:0003723//RNA bindingGO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosomeK13126//polyadenylate-binding proteinNP_596836.2//U1 snRNP-associated protein Usp109 [Schizosaccharomyces pombe 972h-]U1 snRNP-associated protein Usp109 (usp109), mRNA
2542919 NM_001019153.245.93 52.56 22.01 SPAC6C3.08 GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005838//proteasome regulatory particleNA GO:0070682//proteasome regulatory particle assembly;GO:0006508//proteolysisK06694//26S proteasome non-ATPase regulatory subunit 10NP_593722.1//proteasome regulatory particle, gankyrin (predicted) [Schizosaccharomyces pombe 972h-]putative gankyrin (SPAC6C3.08), mRNA
2541285 NM_001021651.239.46 34.86 30.03 mdl1 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0042626//ATPase activity, coupled to transmembrane movement of substances;GO:0015421//oligopeptide-transporting ATPase activityGO:0090374//oligopeptide export from mitochondrionK02021//putative ABC transport system ATP-binding proteinNP_595751.1//mitochondrial peptide-transporting ATPase [Schizosaccharomyces pombe 972h-]peptide-transporting ATPase (mdl1), mRNA
2540410 NM_001022143.230.27 32.58 38.69 SPBC2D10.04GO:0051286//cell tip;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0005509//calcium ion bindingGO:0070086//ubiquitin-dependent endocytosisK20061 NP_596223.1//arrestin Aly1 related, implicated in endocytosis [Schizosaccharomyces pombe 972h-]arrestin Aly1-like protein (SPBC2D10.04), mRNA
2541872 NM_001018828.233.41 29.53 17.84 thi4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004417//hydroxyethylthiazole kinase activity;GO:0004789//thiamine-phosphate diphosphorylase activity;GO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0008237//metallopeptidase activityGO:0009228//thiamine biosynthetic process;GO:0009229//thiamine diphosphate biosynthetic processK14154 NP_593396.1//thiamine-phosphate dipyrophosphorylase/hydroxyethylthiazole kinase [Schizosaccharomyces pombe 972h-]thiamine-phosphate dipyrophosphorylase/hydroxyethylthiazole kinase (thi4), mRNA
2539677 NM_001021304.234.05 36.91 14.82 SPBC146.08cGO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0089701//U2AF;GO:0005829//cytosol;GO:0016607//nuclear speck;GO:0000243//commitment complexGO:0003743//translation initiation factor activity;GO:0003729//mRNA binding;GO:0008187//poly-pyrimidine tract binding;GO:0030628//pre-mRNA 3'-splice site bindingGO:0000348//mRNA branch site recognition;GO:0002183//cytoplasmic translational initiation;GO:0000245//spliceosomal complex assembly;GO:0045292//mRNA cis splicing, via spliceosomeK12837//splicing factor U2AF 65 kDa subunit;K15025//probable RNA-binding protein EIF1ADNP_595397.1//translation initiation factor eIF1A-like (predicted) [Schizosaccharomyces pombe 972h-]putative translation initiation factor eIF1A-like (SPBC146.08c), mRNA
2542412 NM_001019001.345.21 42.64 24.73 swc4 GO:0000812//Swr1 complex;GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0003714//transcription corepressor activityGO:0045892//negative regulation of transcription, DNA-templated;GO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0043968//histone H2A acetylation;GO:0043486//histone exchange;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylation;GO:0043967//histone H4 acetylationK11324//DNA methyltransferase 1-associated protein 1NP_593568.2//Swr1 complex subunit Swc4 [Schizosaccharomyces pombe 972h-]Swr1 complex subunit Swc4 (swc4), mRNA
2543208 NM_001019629.233.46 31.82 18.51 SPAC328.04 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0008568//microtubule-severing ATPase activityGO:0051013//microtubule severingK12196//vacuolar protein-sorting-associated protein 4;K20293//conserved oligomeric Golgi complex subunit 6;K01509//adenosinetriphosphatase [EC:3.6.1.3]NP_594206.1//AAA domain-containing protein [Schizosaccharomyces pombe 972h-]AAA domain-containing protein (SPAC328.04), mRNA
2543566 NM_001019550.240.7 37.95 24.83 SPAC652.01 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0016021//integral component of membraneNA NA NA NP_594127.1//conserved fungal family [Schizosaccharomyces pombe 972h-]BC10 family protein (SPAC652.01), partial mRNA
2540483 NM_001022283.249.53 43.86 22.58 tim22 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0042721//mitochondrial inner membrane protein insertion complexGO:0030943//mitochondrion targeting sequence binding;GO:0015266//protein channel activity;GO:0008565//protein transporter activityGO:0045039//protein import into mitochondrial inner membraneK17790//mitochondrial import inner membrane translocase subunit TIM22NP_596362.1//TIM22 inner membrane protein import complex subunit Tim22 (predicted) [Schizosaccharomyces pombe 972h-]putative TIM22 inner membrane protein import complex subunit Tim22 (tim22), mRNA
2543575 NM_001019311.233.15 32.01 30.38 SPAC644.13cGO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0000974//Prp19 complex;GO:0071014//post-mRNA release spliceosomal complexGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiation;GO:0051301//cell division;GO:0045292//mRNA cis splicing, via spliceosomeK12860//pre-mRNA-splicing factor CDC5/CEF1NP_593880.1//cell division control protein, splicing factor Cdc5 [Schizosaccharomyces pombe 972h-]putative Rab GTPase-binding protein (SPAC644.13c), mRNA
2541506 NM_001018362.234.26 34.09 56.4 yth1 GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005829//cytosolGO:0004521//endoribonuclease activity;GO:0003723//RNA binding;GO:0046872//metal ion bindingGO:0098789//pre-mRNA cleavage required for polyadenylation;GO:0006378//mRNA polyadenylationK14404//cleavage and polyadenylation specificity factor subunit 4NP_592962.1//mRNA cleavage and polyadenylation specificity factor complex Yth1 [Schizosaccharomyces pombe 972h-]cleavage and polyadenylation specificity factor complex subunit Yth1 (yth1), mRNA
2539161 NM_001022970.227.43 24.13 11.82 SPCC63.05 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0019888//protein phosphatase regulator activity;GO:0051721//protein phosphatase 2A bindingGO:0031929//TOR signaling;GO:0035303//regulation of dephosphorylation;GO:0009966//regulation of signal transductionK17606//immunoglobulin-binding protein 1NP_587979.1//TAP42-like family protein [Schizosaccharomyces pombe 972h-]TAP42-like family protein (SPCC63.05), partial mRNA
2539998 NM_001023772.233.17 34.17 52.59 SPBC16G5.03GO:0005634//nucleus;GO:0005739//mitochondrionGO:0061630//ubiquitin protein ligase activity;GO:0061665//SUMO ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK10631//E3 ubiquitin-protein ligase Topors [EC:2.3.2.27]NP_596752.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPBC16G5.03), mRNA
2540711 NM_001022612.230.03 26.52 28.69 cwf10 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005682//U5 snRNP;GO:0000974//Prp19 complex;GO:0071014//post-mRNA release spliceosomal complex;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0005525//GTP binding;GO:0003924//GTPase activityGO:1902802//regulation of heterochromatin domain assembly;GO:0000244//spliceosomal tri-snRNP complex assembly;GO:0045292//mRNA cis splicing, via spliceosomeK12852//116 kDa U5 small nuclear ribonucleoprotein componentNP_596689.2//GTPase Cwf10 (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase Cwf10 (cwf10), mRNA
2540452 NM_001022140.238.4 39.06 14.98 SPBC2A9.11cGO:0005634//nucleus;GO:0005829//cytosolNA GO:0006354//DNA-templated transcription, elongationK12196//vacuolar protein-sorting-associated protein 4NP_596221.1//nuclear export factor (predicted) [Schizosaccharomyces pombe 972h-]putative nuclear export factor (SPBC2A9.11c), mRNA
2540272 NM_001022492.230.64 31.6 9.28 nut2 GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0016592//mediator complex;GO:0005829//cytosolGO:0001104//RNA polymerase II transcription cofactor activityGO:0010780//meiotic DNA double-strand break formation involved in reciprocal meiotic recombinationK15151//mediator of RNA polymerase II transcription subunit 10NP_596570.2//Mde2 protein [Schizosaccharomyces pombe 972h-]mediator complex subunit Med10 (nut2), mRNA
2540757 NM_001022288.242.88 41.31 127.5 SPBC20F10.03GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_596367.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC20F10.03), mRNA
2539596 NM_001023036.238.68 32.73 23.87 SPCC895.03cGO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0061710//L-threonylcarbamoyladenylate synthase;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0043047//single-stranded telomeric DNA binding;GO:0016779//nucleotidyltransferase activity;GO:0000049//tRNA binding;GO:0003725//double-stranded RNA bindingGO:0002949//tRNA threonylcarbamoyladenosine modification;GO:0006450//regulation of translational fidelity;GO:0006417//regulation of translation;GO:0000723//telomere maintenanceK07566 NP_588044.1//SUA5/yciO/yrdC family protein Sua5 (predicted) [Schizosaccharomyces pombe 972h-]putative SUA5/yciO/yrdC family protein Sua5 (SPCC895.03c), mRNA

NR_149886.1 NR_149886.1 23.95 19.45 1.96 NA GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0031278//alpha-1,2-galactosyltransferase activity;GO:0016757//transferase activity, transferring glycosyl groupsGO:0042125//protein galactosylation;GO:0006487//protein N-linked glycosylation;GO:0006491//N-glycan processing;GO:0009272//fungal-type cell wall biogenesisK05532;K10971NP_594832.1//alpha-1,2-galactosyltransferase Gmh3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1043), miscRNA
2542125 NM_001020373.238.97 35.04 108.71 SPAP8A3.03 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0046873//metal ion transmembrane transporter activity;GO:0005385//zinc ion transmembrane transporter activityGO:0006882//cellular zinc ion homeostasis;GO:0071577//zinc II ion transmembrane transportK14713//solute carrier family 39 (zinc transporter), member 7NP_594942.1//ZIP zinc transporter 1 (predicted) [Schizosaccharomyces pombe 972h-]putative ZIP zinc transporter 1 (SPAP8A3.03), mRNA
2542675 NM_001020312.246.69 41.01 36.85 SPAC26F1.12cGO:0005634//nucleus;GO:0005737//cytoplasmNA NA NA NP_594883.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC26F1.12c), mRNA

NR_151147.1 NR_151147.1 41.56 32.46 15.3 NA GO:0005634//nucleusNA GO:0032210//regulation of telomere maintenance via telomeraseK10750//chromatin assembly factor 1 subunit A;K18626//trichohyalin;K02896//large subunit ribosomal protein L24eNP_593533.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.772), miscRNA
NR_151123.1 NR_151123.1 18.87 15.81 17.14 NA GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_593416.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.750), miscRNA

2540470 NM_001021971.231.84 32.73 10.69 orc1 GO:0031261//DNA replication preinitiation complex;GO:0005634//nucleus;GO:0005656//nuclear pre-replicative complex;GO:0005664//nuclear origin of replication recognition complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003688//DNA replication origin binding;GO:0005524//ATP binding;GO:0003682//chromatin binding;GO:0016887//ATPase activityGO:0033314//mitotic DNA replication checkpoint;GO:1902969//mitotic DNA replicationK02603//origin recognition complex subunit 1NP_596060.1//origin recognition complex subunit Orc1 [Schizosaccharomyces pombe 972h-]origin recognition complex subunit Orc1 (orc1), mRNA
2543191 NM_001019037.246.31 48.46 42.49 mug191 GO:0005634//nucleus;GO:0031362//anchored component of external side of plasma membrane;GO:0005829//cytosolGO:0008496//mannan endo-1,6-alpha-mannosidase activity;GO:0003824//catalytic activityGO:0051321//meiotic cell cycle;GO:0030447//filamentous growth;GO:0051692//cellular oligosaccharide catabolic process;GO:0009272//fungal-type cell wall biogenesisNA NP_593606.1//alpha-1,6-mannanase (predicted) [Schizosaccharomyces pombe 972h-]putative alpha-1,6-mannanase (mug191), mRNA
2540629 NM_001021912.227.22 23 23.81 SPBC21D10.09cGO:1990112//RQC complex;GO:0005634//nucleus;GO:0005829//cytosolGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:1990116//ribosome-associated ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic processK00507//stearoyl-CoA desaturase (Delta-9 desaturase) [EC:1.14.19.1];K18203//[phosphatase 2A protein]-leucine-carboxy methyltransferase [EC:2.1.1.233]NP_596004.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPBC21D10.09c), mRNA
2541439 NM_001020162.27.58 6.33 2.75 plc1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004435//phosphatidylinositol phospholipase C activity;GO:0005509//calcium ion binding;GO:0004871//signal transducer activityGO:0009395//phospholipid catabolic process;GO:0048017//inositol lipid-mediated signaling;GO:0034644//cellular response to UV;GO:0016042//lipid catabolic process;GO:0007165//signal transduction;GO:0019220//regulation of phosphate metabolic process;GO:0035556//intracellular signal transductionK05857//phosphatidylinositol phospholipase C, delta [EC:3.1.4.11]NP_594734.1//phosphoinositide phospholipase C Plc1 [Schizosaccharomyces pombe 972h-]phosphoinositide phospholipase C Plc1 (plc1), mRNA
2543190 NM_001020060.234.1 37.3 14.24 zds1 GO:0005634//nucleus;GO:0005938//cell cortex;GO:0043234//protein complex;GO:0005829//cytosol;GO:0000935//division septum;GO:0032153//cell division site;GO:0005737//cytoplasmGO:0004864//protein phosphatase inhibitor activity;GO:0061630//ubiquitin protein ligase activity;GO:0019888//protein phosphatase regulator activityGO:0006342//chromatin silencing;GO:0007165//signal transduction;GO:0030437//ascospore formation;GO:0030010//establishment of cell polarity;GO:0071277//cellular response to calcium ion;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0071555//cell wall organization;GO:0071852//fungal-type cell wall organization or biogenesisK10590//E3 ubiquitin-protein ligase TRIP12 [EC:2.3.2.26]NP_594632.1//zds family protein phosphatase type A regulator Zds1 (predicted) [Schizosaccharomyces pombe 972h-]putative zds family phosphatase type A regulator Zds1 (zds1), mRNA
2540511 NM_001355815.128.85 28.92 10.55 pop1 GO:0005634//nucleus;GO:0019005//SCF ubiquitin ligase complexGO:0030674//protein binding, bridgingGO:0000747//conjugation with cellular fusion;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0007346//regulation of mitotic cell cycle;GO:0031145//anaphase-promoting complex-dependent catabolic processK03361 XP_001713146.1//cullin 1 adaptor protein Pop1 [Schizosaccharomyces pombe 972h-]cullin 1 adaptor protein Pop1 (pop1), mRNA
2543502 NM_001020253.237.55 40.24 18.49 nup155 GO:0005643//nuclear pore;GO:0044611//nuclear pore inner ring;GO:0005635//nuclear envelope;GO:0005737//cytoplasmGO:0017056//structural constituent of nuclear poreGO:0036228//protein localization to nuclear inner membrane;GO:0006913//nucleocytoplasmic transport;GO:0000972//transcription-dependent tethering of RNA polymerase II gene DNA at nuclear periphery;GO:0006407//rRNA export from nucleus;GO:0006606//protein import into nucleus;GO:0006405//RNA export from nucleusK14312//nuclear pore complex protein Nup155NP_594824.1//nucleoporin Nup155 [Schizosaccharomyces pombe 972h-]nucleoporin Nup155 (nup155), mRNA
2542546 NM_001018943.224.87 24.69 12.01 SPAC1399.05cGO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:1903931//positive regulation of pyrimidine-containing compound salvage;GO:0061414//positive regulation of transcription from RNA polymerase II promoter by a nonfermentable carbon sourceNA NP_593509.1//transcription factor, zf-fungal binuclear cluster type (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPAC1399.05c), partial mRNA
2539540 NM_001022776.3 32 31.23 14.4 mmi1 GO:0005634//nucleus;GO:0033620//Mei2 nuclear dot complex;GO:1990251//Mmi1 nuclear focus;GO:1990342//heterochromatin islandGO:0003723//RNA binding;GO:0003729//mRNA binding;GO:1905762//CCR4-NOT complex binding;GO:0097157//pre-mRNA intronic bindingGO:0071029//nuclear ncRNA surveillance;GO:0051447//negative regulation of meiotic cell cycle;GO:0000289//nuclear-transcribed mRNA poly(A) tail shortening;GO:0071030//nuclear mRNA surveillance of spliceosomal pre-mRNA splicing;GO:0033621//nuclear-transcribed mRNA catabolic process, meiosis-specific transcripts;GO:1902801//regulation of heterochromatin island assembly;GO:0071031//nuclear mRNA surveillance of mRNA 3'-end processingNA NP_587783.2//YTH family RNA binding protein Mmi1 [Schizosaccharomyces pombe 972h-]YTH family RNA-binding protein Mmi1 (mmi1), mRNA
2540650 NM_001023834.230.1 28.78 10.69 sid4 GO:0044732//mitotic spindle pole body;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004525//ribonuclease III activity;GO:0005198//structural molecule activity;GO:0003735//structural constituent of ribosome;GO:0046983//protein dimerization activityGO:0044811//response to Dma1-dependent checkpoint signaling;GO:0006396//RNA processing;GO:0031030//negative regulation of septation initiation signaling;GO:0032543//mitochondrial translation;GO:0031028//septation initiation signaling;GO:0034613//cellular protein localizationNA NP_596814.1//SIN component scaffold protein Sid4 [Schizosaccharomyces pombe 972h-]SIN component scaffold protein Sid4 (sid4), mRNA
2540743 NM_001022606.243.21 36.53 31.23 SPBC215.06cGO:0005634//nucleus;GO:0005730//nucleolusGO:0046872//metal ion binding;GO:0003677//DNA bindingNA K15263//cell growth-regulating nucleolar proteinNP_596683.2//hypothetical protein SPBC215.06c [Schizosaccharomyces pombe 972h-]LYHRT family protein (SPBC215.06c), mRNA
2538988 NM_001023203.231.93 30.53 45.37 prp45 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0000974//Prp19 complex;GO:0071014//post-mRNA release spliceosomal complex;GO:0071141//SMAD protein complex;GO:0071013//catalytic step 2 spliceosomeGO:0003712//transcription cofactor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0000350//generation of catalytic spliceosome for second transesterification step;GO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosomeK06063//SNW domain-containing protein 1NP_588213.1//splicing factor Prp45 [Schizosaccharomyces pombe 972h-]splicing factor Prp45 (prp45), mRNA
2540430 NM_001355780.147.34 43.08 36.13 SPBC25B2.01GO:0005829//cytosol;GO:0005622//intracellular;GO:1990533//Dom34-Hbs1 complex;GO:0005737//cytoplasmGO:0003746//translation elongation factor activity;GO:0005525//GTP binding;GO:0003747//translation release factor activity;GO:0003924//GTPase activityGO:0006412//translation;GO:0006417//regulation of translation;GO:0002184//cytoplasmic translational terminationK14416//elongation factor 1 alpha-like proteinXP_001713137.1//elongation factor 1 alpha related protein (predicted) [Schizosaccharomyces pombe 972h-]putative elongation factor 1 alpha-like protein (SPBC25B2.01), mRNA
2543173 NM_001019792.233.15 30.29 18.13 pos5 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0003951//NAD+ kinase activity;GO:0005524//ATP binding;GO:0042736//NADH kinase activityGO:0034599//cellular response to oxidative stress;GO:0006741//NADP biosynthetic process;GO:0019674//NAD metabolic processK19386 NP_594371.2//mitochondrial NADH kinase Pos5 (predicted) [Schizosaccharomyces pombe 972h-]putative NADH kinase Pos5 (pos5), mRNA
2541958 NM_001019805.276.48 93.01 78.33 SPAC2F3.05cGO:0005634//nucleus;GO:0005829//cytosolGO:0032867//L-arabinose:NADP reductase activity;GO:0032866//D-xylose:NADP reductase activity;GO:0016491//oxidoreductase activityGO:0019568//arabinose catabolic process;GO:0042843//D-xylose catabolic processK18107;K18097;K17743//D-xylose reductase [EC:1.1.1.307]NP_594384.1//xylose and arabinose reductase (predicted) [Schizosaccharomyces pombe 972h-]putative xylose and arabinose reductase (SPAC2F3.05c), mRNA

14217902 NM_001356191.132.22 31.3 15.33 tam3 GO:0016021//integral component of membrane;GO:0031305//integral component of mitochondrial inner membraneNA GO:0033617//mitochondrial respiratory chain complex IV assemblyK18176 XP_004001797.1//mitochondrial conserved protein [Schizosaccharomyces pombe 972h-]protein tam3 (tam3), partial mRNA
2540941 NM_001021944.239.99 40.37 27.94 slu7 GO:0005634//nucleus;GO:0005681//spliceosomal complexGO:0046872//metal ion binding;GO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingGO:0000350//generation of catalytic spliceosome for second transesterification step;GO:0045292//mRNA cis splicing, via spliceosomeK12819//pre-mRNA-processing factor SLU7NP_596034.1//splicing factor Slu7 [Schizosaccharomyces pombe 972h-]splicing factor Slu7 (slu7), mRNA

NR_151245.1 NR_151245.1 23.3 23.94 30.31 NA GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003964//RNA-directed DNA polymerase activity;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0004519//endonuclease activity;GO:0004190//aspartic-type endopeptidase activityGO:0015074//DNA integration;GO:0006310//DNA recombinationK07497 NP_587955.1//retrotransposable element [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.862), miscRNA
2541056 NM_001021209.232.42 32.66 17.71 SPBC577.04 GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0000445//THO complex part of transcription export complex;GO:0005829//cytosolGO:0003729//mRNA bindingGO:0006406//mRNA export from nucleus;GO:0032786//positive regulation of DNA-templated transcription, elongationK13174//THO complex subunit 5;K05291//phosphatidylinositol glycan, class SNP_595302.1//THOC5-like protein [Schizosaccharomyces pombe 972h-]THOC5-like protein (SPBC577.04), mRNA
2541623 NM_001019428.236.36 34.8 33.99 SPAC31G5.02GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0051082//unfolded protein bindingGO:0006457//protein folding;GO:0006458//'de novo' protein folding;GO:0030950//establishment or maintenance of actin cytoskeleton polarity;GO:0007118//budding cell apical bud growth;GO:0035269//protein O-linked mannosylation;GO:0034975//protein folding in endoplasmic reticulum;GO:0006487//protein N-linked glycosylation;GO:0009272//fungal-type cell wall biogenesisNA NP_594002.1//ER chaperone Rot1 (predicted) [Schizosaccharomyces pombe 972h-]putative chaperone Rot1 (SPAC31G5.02), mRNA
2539356 NM_001022998.236.95 37.52 9.15 SPCC24B10.04GO:0005739//mitochondrionNA NA NA NP_588007.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC24B10.04), mRNA
2538838 NM_001022788.232.13 25.88 22.05 mcm3 GO:0031261//DNA replication preinitiation complex;GO:0005634//nucleus;GO:0005656//nuclear pre-replicative complex;GO:0042555//MCM complex;GO:0005829//cytosol;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003688//DNA replication origin binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004386//helicase activityGO:0051097//negative regulation of helicase activity;GO:1902975//mitotic DNA replication initiation;GO:0006270//DNA replication initiation;GO:0032508//DNA duplex unwindingK02541//DNA replication licensing factor MCM3 [EC:3.6.4.12]NP_587795.1//MCM complex subunit Mcm3 [Schizosaccharomyces pombe 972h-]MCM complex subunit Mcm3 (mcm3), mRNA
2539686 NM_001021331.236.58 37.67 17.87 rhp18 GO:0005634//nucleus;GO:1990072//TRAPPIII protein complex;GO:0031410//cytoplasmic vesicle;GO:0030008//TRAPP complex;GO:0000790//nuclear chromatin;GO:0005829//cytosol;GO:0000407//phagophore assembly site;GO:0097505//Rad6-Rad18 complexGO:0003677//DNA binding;GO:0061630//ubiquitin protein ligase activity;GO:0046872//metal ion binding;GO:0003684//damaged DNA binding;GO:0043142//single-stranded DNA-dependent ATPase activityGO:0006281//DNA repair;GO:0009411//response to UV;GO:0006513//protein monoubiquitination;GO:0030242//autophagy of peroxisome;GO:1901044//protein polyubiquitination involved in nucleus-associated proteasomal ubiquitin-dependent protein catabolic process;GO:1990920//proteasome localization to nuclear periphery;GO:0006886//intracellular protein transport;GO:0034497//protein localization to phagophore assembly site;GO:0051321//meiotic cell cycle;GO:0006914//autophagy;GO:0044804//autophagy of nucleus;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0006301//postreplication repairK10627//E3 ubiquitin-protein ligase RAD18 [EC:2.3.2.27];K20305//trafficking protein particle complex subunit 8NP_595423.1//postreplication repair E3 ubiquitin-protein ligase [Schizosaccharomyces pombe 972h-]postreplication repair E3 ubiquitin-protein ligase (rhp18), mRNA
2541425 NM_001019949.229.97 29.42 22.84 SPAC2C4.17cGO:0032541//cortical endoplasmic reticulum;GO:0016021//integral component of membraneGO:0008381//mechanosensitive ion channel activity;GO:0005509//calcium ion binding;GO:0005262//calcium channel activityGO:0055085//transmembrane transport;GO:0006884//cell volume homeostasis;GO:0006874//cellular calcium ion homeostasisK22048 NP_594520.1//MS ion channel protein 2 (predicted) [Schizosaccharomyces pombe 972h-]putative MS ion channel protein 2 (SPAC2C4.17c), mRNA
2542511 NM_001356055.134.02 29.86 13.55 rrn3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000120//RNA polymerase I transcription factor complexGO:0001181//transcription factor activity, core RNA polymerase I binding;GO:0001042//RNA polymerase I core binding;GO:0001169//transcription factor activity, RNA polymerase I CORE element sequence-specific bindingGO:0001180//transcription initiation from RNA polymerase I promoter for nuclear large rRNA transcript;GO:0006360//transcription from RNA polymerase I promoterK15216//RNA polymerase I-specific transcription initiation factor RRN3NP_593674.1//ribosomal DNA (rDNA) transcription factor Rrn3 [Schizosaccharomyces pombe 972h-]ribosomal DNA (rDNA) transcription factor Rrn3 (rrn3), mRNA
2542554 NM_001020234.235.43 33.66 42.41 otu2 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008233//peptidase activity;GO:0036459//thiol-dependent ubiquitinyl hydrolase activityGO:0030433//ubiquitin-dependent ERAD pathwayK18342//OTU domain-containing protein 6 [EC:3.4.19.12]NP_594806.1//ubiquitin specific cysteine protease, OTU family, Otu2 [Schizosaccharomyces pombe 972h-]OUT family ubiquitin-specific cysteine protease Otu2 (otu2), mRNA
2540310 NM_001021549.234.28 32.68 19.86 SPBC29B5.04cGO:0030479//actin cortical patch;GO:0005794//Golgi apparatusGO:0008195//phosphatidate phosphatase activityGO:0044255//cellular lipid metabolic process;GO:0030036//actin cytoskeleton organizationK00784//ribonuclease Z [EC:3.1.26.11];K13181//ATP-dependent RNA helicase DDX27 [EC:3.6.4.13]NP_595655.1//actin cortical patch protein (predicted) [Schizosaccharomyces pombe 972h-]putative actin cortical patch protein (SPBC29B5.04c), mRNA
2543563 NM_001018883.236.02 35.33 13.21 arp8 GO:0005634//nucleus;GO:0005829//cytosol;GO:0031011//Ino80 complexGO:0005524//ATP bindingGO:0060303//regulation of nucleosome density;GO:0034728//nucleosome organization;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0080040//positive regulation of cellular response to phosphate starvation;GO:0043044//ATP-dependent chromatin remodeling;GO:0006351//transcription, DNA-templatedK11673//actin-related protein 8NP_593450.2//actin-like protein Arp8 [Schizosaccharomyces pombe 972h-]actin-like protein Arp8 (arp8), mRNA
2539693 NM_001021786.234.71 27.42 96.68 SPBC1711.07GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosolNA GO:0042254//ribosome biogenesis;GO:0006364//rRNA processingK14848//ribosome assembly protein RRB1NP_595880.1//WD repeat protein Rrb1 (predicted) [Schizosaccharomyces pombe 972h-]putative WD repeat-containing protein Rrb1 (SPBC1711.07), mRNA
2542677 NM_001020314.267.68 84.56 33.67 pyp1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0033550//MAP kinase tyrosine phosphatase activity;GO:0004725//protein tyrosine phosphatase activityGO:0051301//cell division;GO:0045014//negative regulation of transcription by glucose;GO:0010972//negative regulation of G2/M transition of mitotic cell cycle;GO:0007049//cell cycle;GO:0032873//negative regulation of stress-activated MAPK cascadeK01104//protein-tyrosine phosphatase [EC:3.1.3.48];K19806NP_594885.1//tyrosine phosphatase Pyp1 [Schizosaccharomyces pombe 972h-]tyrosine phosphatase Pyp1 (pyp1), mRNA

NR_150405.1 NR_150405.1 33.93 34.99 32.83 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016765//transferase activity, transferring alkyl or aryl (other than methyl) groups;GO:0004766//spermidine synthase activity;GO:0016740//transferase activityGO:0015940//pantothenate biosynthetic process;GO:0008295//spermidine biosynthetic process;GO:0006596//polyamine biosynthetic processK00797//spermidine synthase [EC:2.5.1.16]NP_596015.1//spermidine synthase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1517), miscRNA
2539941 NM_001022175.437.71 33.34 27.14 cwf22 GO:0005684//U2-type spliceosomal complex;GO:0071006//U2-type catalytic step 1 spliceosome;GO:0005681//spliceosomal complex;GO:0005737//cytoplasm;GO:0071013//catalytic step 2 spliceosomeGO:0003723//RNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosomeK13100//pre-mRNA-splicing factor CWC22NP_596256.4//splicing factor Cwf22 [Schizosaccharomyces pombe 972h-]splicing factor Cwf22 (cwf22), mRNA

NR_151235.1 NR_151235.1 25.4 22.6 14.62 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0008270//zinc ion binding;GO:0004655//porphobilinogen synthase activityGO:0033014//tetrapyrrole biosynthetic process;GO:0006782//protoporphyrinogen IX biosynthetic process;GO:0006779//porphyrin-containing compound biosynthetic process;GO:0006783//heme biosynthetic processK01698//porphobilinogen synthase [EC:4.2.1.24]NP_593917.1//porphobilinogen synthase Hem2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.853), miscRNA
2541350 NM_001022104.256.58 62.2 32.29 lcf2 GO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0090432//myristoyl-CoA ligase activity;GO:0102391//decanoate--CoA ligase activityGO:0035336//long-chain fatty-acyl-CoA metabolic process;GO:0006499//N-terminal protein myristoylationK01897//long-chain acyl-CoA synthetase [EC:6.2.1.3]NP_596185.1//long-chain-fatty-acid-CoA ligase [Schizosaccharomyces pombe 972h-]long-chain-fatty-acid-CoA ligase (lcf2), mRNA
2542955 NM_001356201.140.62 43.97 21.29 SPAC11E3.12GO:0009277//fungal-type cell wall;GO:0005886//plasma membrane;GO:0031225//anchored component of membraneGO:0042124//1,3-beta-glucanosyltransferase activityGO:0071970//fungal-type cell wall (1->3)-beta-D-glucan biosynthetic processK19849 XP_002171512.1//cell wall protein Gas5 [Schizosaccharomyces japonicus yFS275]uncharacterized protein (SPAC11E3.12), mRNA
2543451 NM_001019503.238.56 34.04 18.35 rrp41 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0000176//nuclear exosome (RNase complex);GO:0005829//cytosol;GO:0000177//cytoplasmic exosome (RNase complex);GO:0000178//exosome (RNase complex)GO:0003723//RNA binding;GO:0000175//3'-5'-exoribonuclease activityGO:0031125//rRNA 3'-end processing;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:0034476//U5 snRNA 3'-end processing;GO:0071028//nuclear mRNA surveillance;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0071039//nuclear polyadenylation-dependent CUT catabolic process;GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic process;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic process;GO:0034473//U1 snRNA 3'-end processing;GO:0034661//ncRNA catabolic process;GO:0034427//nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0016075//rRNA catabolic process;GO:0070651//nonfunctional rRNA decay;GO:0071051//polyadenylation-dependent snoRNA 3'-end processing;GO:0034475//U4 snRNA 3'-end processingK11600//exosome complex component RRP41NP_594082.1//exosomal 3'-to-5' phosphorolytic exoribonuclease Rrp41 (predicted) [Schizosaccharomyces pombe 972h-]putative exosome 3'-5' phosphorolytic exoribonuclease Rrp41 (rrp41), mRNA
2541361 NM_001022438.235.45 35.74 20.76 SPBP8B7.10cGO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0005732//small nucleolar ribonucleoprotein complexGO:0030515//snoRNA bindingGO:0006364//rRNA processing;GO:0030490//maturation of SSU-rRNAK14770 NP_596517.2//U3 snoRNP-associated protein Utp16 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Utp16 (SPBP8B7.10c), partial mRNA
2541654 NM_001018452.245.75 34.77 25.99 SPAC22G7.05GO:0005634//nucleus;GO:0030686//90S preribosome;GO:0005730//nucleolusNA GO:0042254//ribosome biogenesis;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14786//protein KRI1NP_593054.1//krr family protein (predicted) [Schizosaccharomyces pombe 972h-]putative krr family protein (SPAC22G7.05), mRNA
2540974 NM_001022228.229.22 25.12 19.71 SPBC405.03cGO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0022857//transmembrane transporter activityGO:0006810//transportK15289//solute carrier family 35, member F5NP_596306.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPBC405.03c), mRNA
2542374 NM_001019020.244.15 40.69 6.17 cdt2 GO:0080008//Cul4-RING E3 ubiquitin ligase complex;GO:0005634//nucleus;GO:0043234//protein complexGO:0030674//protein binding, bridging;GO:0032403//protein complex bindingGO:0006279//premeiotic DNA replication;GO:2000058//regulation of protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0051301//cell division;GO:0016567//protein ubiquitinationK11790//denticlelessNP_593588.1//WD repeat protein Cdt2 [Schizosaccharomyces pombe 972h-]WD repeat protein Cdt2 (cdt2), mRNA
2539606 NM_001022164.239.4 33.79 12.12 SPBC15D4.05GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0003824//catalytic activityNA K14640//solute carrier family 20 (sodium-dependent phosphate transporter)NP_596245.1//conserved CobW/HypB/UreG nucleotide binding domain protein (predicted) [Schizosaccharomyces pombe 972h-]putative nucleotide-binding domain-containing protein CobW/HypB/UreG (SPBC15D4.05), mRNA
2541476 NM_001019567.234.21 27.44 18.85 SPAC2E1P5.05GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0031428//box C/D snoRNP complexGO:0030515//snoRNA bindingGO:0006364//rRNA processing;GO:0030490//maturation of SSU-rRNAK14793//ribosomal RNA-processing protein 9NP_594143.1//U3 snoRNP-associated protein Rrp9 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Rrp9 (SPAC2E1P5.05), mRNA
2539366 NM_001022912.124.56 26.1 19.06 pef1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0042764//ascospore-type prosporeGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0007089//traversing start control point of mitotic cell cycle;GO:0000083//regulation of transcription involved in G1/S transition of mitotic cell cycleK06655;K08282XP_013025208.1//CMGC/CDK/CDK5 protein kinase Pef1 [Schizosaccharomyces cryophilus OY26]Pho85/PhoA-like cyclin-dependent kinase Pef1 (pef1), partial mRNA
2541122 NM_001356025.137.92 34.08 23.56 agn2 GO:0005634//nucleus;GO:1990819//actin fusion focus;GO:0005829//cytosolGO:0051118//glucan endo-1,3-alpha-glucosidase activityGO:0072316//alpha-glucan catabolic process involved in ascospore release from ascus;GO:0051301//cell division;GO:1904541//fungal-type cell wall disassembly involved in conjugation with cellular fusion;GO:0071998//ascospore release from ascusK08254 XP_001713124.1//glucan endo-1,3-alpha-glucosidase Agn2 [Schizosaccharomyces pombe 972h-]glucan endo-1,3-alpha-glucosidase Agn2 (agn2), mRNA
2543650 NM_001020182.230.1 26.33 20.96 fta1 GO:0031511//Mis6-Sim4 complex;GO:0005874//microtubule;GO:0000778//condensed nuclear chromosome kinetochoreNA GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0051301//cell divisionK11504//centromere protein LNP_594755.1//kinetochore protein fta1 [Schizosaccharomyces pombe 972h-]kinetochore protein fta1 (fta1), mRNA
2538836 NM_001023158.232.18 32.78 35.64 rsc7 GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0000790//nuclear chromatinGO:0031490//chromatin DNA bindingGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016569//covalent chromatin modificationK11761 NP_588169.1//RSC complex subunit Rsc7 [Schizosaccharomyces pombe 972h-]RSC complex subunit Rsc7 (rsc7), mRNA
2539899 NM_001022416.330.68 28.76 13.93 SPBC16D10.01cGO:0031415//NatA complex;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016740//transferase activityGO:0042254//ribosome biogenesis;GO:0017196//N-terminal peptidyl-methionine acetylation;GO:0051604//protein maturation;GO:0006473//protein acetylationK20792//N-alpha-acetyltransferase 15/16, NatA auxiliary subunitNP_596495.1//NatA N-acetyltransferase complex subunit (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC16D10.01c), mRNA
2543342 NM_001018496.224.46 20.36 33.87 SPAC521.04cGO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:1990816//vacuole-mitochondrion membrane contact siteGO:0015369//calcium:proton antiporter activity;GO:0015386//potassium:proton antiporter activity;GO:0015385//sodium:proton antiporter activity;GO:0008324//cation transmembrane transporter activityNA K07300//Ca2+:H+ antiporterNP_593099.1//calcium permease (predicted) [Schizosaccharomyces pombe 972h-]putative calcium permease (SPAC521.04c), mRNA
2539213 NM_001023329.229.98 30.43 36.05 SPCC285.10cGO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_588338.1//SPRY domain protein [Schizosaccharomyces pombe 972h-]SPRY domain protein (SPCC285.10c), mRNA
2541871 NM_001018431.229.69 25.56 26.07 res2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0030907//MBF transcription complex;GO:0005737//cytoplasmGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0071931//positive regulation of transcription involved in G1/S transition of mitotic cell cycle;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0051321//meiotic cell cycle;GO:0051445//regulation of meiotic cell cycleK06647 NP_593032.1//MBF transcription factor complex subunit Res2 [Schizosaccharomyces pombe 972h-]MBF transcription factor complex subunit Res2 (res2), mRNA
2540300 NM_001022356.234.43 27.37 12.38 ade9 GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004488//methylenetetrahydrofolate dehydrogenase (NADP+) activity;GO:0003697//single-stranded DNA binding;GO:0004477//methenyltetrahydrofolate cyclohydrolase activity;GO:0005524//ATP binding;GO:0004329//formate-tetrahydrofolate ligase activityGO:0009113//purine nucleobase biosynthetic process;GO:0006730//one-carbon metabolic process;GO:0046656//folic acid biosynthetic process;GO:0000105//histidine biosynthetic process;GO:0006164//purine nucleotide biosynthetic process;GO:0009257//10-formyltetrahydrofolate biosynthetic process;GO:0035999//tetrahydrofolate interconversion;GO:0009086//methionine biosynthetic processK00288//methylenetetrahydrofolate dehydrogenase (NADP+) / methenyltetrahydrofolate cyclohydrolase / formyltetrahydrofolate synthetase [EC:1.5.1.5 3.5.4.9 6.3.4.3]NP_596437.2//trifunctional formate-tetrahydrofolate ligase/methenyltetrahydrofolate cyclohydrolase/methylenetetrahydrofolate dehydrogenase [Schizosaccharomyces pombe 972h-]trifunctional formate-tetrahydrofolate ligase/methenyltetrahydrofolate cyclohydrolase/methylenetetrahydrofolate dehydrogenase (ade9), mRNA
2539542 NM_001022813.236.55 29.81 12.28 SPCC4G3.18GO:0005634//nucleus;GO:0097344//Rix1 complex;GO:0000775//chromosome, centromeric region;GO:0005720//nuclear heterochromatinNA GO:0006351//transcription, DNA-templated;GO:0006364//rRNA processing;GO:0030702//chromatin silencing at centromereK14828 NP_587820.1//ribosome biogenesis protein Rix1 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Rix1 (SPCC4G3.18), mRNA
2538761 NM_001023164.229.21 28.38 17.09 SPCC622.02 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA NA NA NP_588174.1//hypothetical protein SPCC622.02 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC622.02), mRNA
2540827 NM_001021907.235.3 33.8 23.4 pvg3 GO:0005783//endoplasmic reticulum;GO:0032580//Golgi cisterna membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0008378//galactosyltransferase activity;GO:0047220//galactosylxylosylprotein 3-beta-galactosyltransferase activityGO:0006486//protein glycosylation;GO:0051321//meiotic cell cycle;GO:0051072//4,6-pyruvylated galactose residue biosynthetic process;GO:0071555//cell wall organizationNA NP_595999.1//galactosylxylosylprotein 3-beta-galactosyltransferase Pvg1 (predicted) [Schizosaccharomyces pombe 972h-]putative galactosylxylosylprotein 3-beta-galactosyltransferase Pvg1 (pvg3), mRNA
2539578 NM_001023109.237.45 34.98 47.35 SPCC645.10 GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0052927//CTP:tRNA cytidylyltransferase activity;GO:0005524//ATP binding;GO:0016779//nucleotidyltransferase activity;GO:0052928//CTP:3'-cytidine-tRNA cytidylyltransferase activity;GO:0052929//ATP:3'-cytidine-cytidine-tRNA adenylyltransferase activityGO:0006396//RNA processing;GO:0030435//sporulation resulting in formation of a cellular spore;GO:0007059//chromosome segregation;GO:0051321//meiotic cell cycle;GO:0001680//tRNA 3'-terminal CCA additionK00974//tRNA nucleotidyltransferase (CCA-adding enzyme) [EC:2.7.7.72 3.1.3.- 3.1.4.-]NP_588119.1//ATP(CTP) tRNA nucleotidyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative ATP/CTP tRNA nucleotidyltransferase (SPCC645.10), mRNA
2543129 NM_001019289.225.19 24.71 29.99 rng2 GO:0044732//mitotic spindle pole body;GO:0005816//spindle pole body;GO:0005635//nuclear envelope;GO:0071341//medial cortical node;GO:0005737//cytoplasm;GO:0005826//actomyosin contractile ringGO:0003779//actin binding;GO:0005516//calmodulin binding;GO:0005096//GTPase activator activityGO:1903475//mitotic actomyosin contractile ring assembly;GO:0007165//signal transduction;GO:1902405//mitotic actomyosin contractile ring localization;GO:1903478//actin filament bundle convergence involved in mitotic contractile ring assembly;GO:1903477//mitotic contractile ring actin filament bundle assembly;GO:0043087//regulation of GTPase activity;GO:0000281//mitotic cytokinesis;GO:0000917//division septum assembly;GO:1903479//mitotic actomyosin contractile ring assembly actin filament organization;GO:0071574//protein localization to medial cortexK05767//Ras GTPase-activating-like protein IQGAP2/3NP_593860.1//IQ motif containing GTPase activating protein [Schizosaccharomyces pombe 972h-]IQ motif containing GTPase activating protein (rng2), mRNA
2541824 NM_001019833.233.34 26.92 12.83 SPAC27E2.02GO:0005840//ribosome;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0005844//polysomeGO:0043022//ribosome binding;GO:0003779//actin binding;GO:0004832//valine-tRNA ligase activity;GO:0005524//ATP binding;GO:0004860//protein kinase inhibitor activity;GO:0003785//actin monomer bindingGO:0060733//regulation of eIF2 alpha phosphorylation by amino acid starvation;GO:0034198//cellular response to amino acid starvation;GO:1990497//regulation of cytoplasmic translation in response to stress;GO:0006438//valyl-tRNA aminoacylation;GO:0072755//cellular response to benomyl;GO:0071468//cellular response to acidic pH;GO:0060548//negative regulation of cell death;GO:0031333//negative regulation of protein complex assembly;GO:0070301//cellular response to hydrogen peroxideK04563 NP_594402.1//hypothetical protein SPAC27E2.02 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC27E2.02), mRNA
2538899 NM_001023308.232.68 27.95 13.35 SPCC1442.03GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membraneGO:0015095//magnesium ion transmembrane transporter activityGO:1990616//magnesium ion export from mitochondrionK15111//solute carrier family 25 (mitochondrial S-adenosylmethionine transporter), member 26NP_588318.1//mitochondrial ATP-Mg/Pi carrier (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-Mg/Pi carrier protein (SPCC1442.03), mRNA
2542215 NM_001019212.238.41 46.58 26.22 SPAC19A8.09GO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005783//endoplasmic reticulum;GO:0030173//integral component of Golgi membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneNA GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportNA NP_593783.1//ER to Golgi transport protein Yos1 (predicted) [Schizosaccharomyces pombe 972h-]putative ransport protein Yos1 (SPAC19A8.09), mRNA
2543535 NM_001018465.229.79 25.56 9.97 SPAC4G8.07cGO:0005634//nucleus;GO:0005739//mitochondrionGO:0051908//double-stranded DNA 5'-3' exodeoxyribonuclease activity;GO:0046872//metal ion binding;GO:0030696//tRNA (m5U54) methyltransferase activity;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0000014//single-stranded DNA endodeoxyribonuclease activity;GO:0030697//S-adenosylmethionine-dependent tRNA (m5U54) methyltransferase activityGO:0030488//tRNA methylationK15331//tRNA (uracil-5-)-methyltransferase [EC:2.1.1.35]NP_593067.1//tRNA (uracil(54)-C(5))-methyltransferase [Schizosaccharomyces pombe 972h-]tRNA (uracil(54)-C(5))-methyltransferase (SPAC4G8.07c), partial mRNA
2540424 NM_001021838.234.56 31.8 11.7 sfc6 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000127//transcription factor TFIIIC complex;GO:0000790//nuclear chromatinGO:0043035//chromatin insulator sequence binding;GO:0000995//transcription factor activity, core RNA polymerase III binding;GO:0071443//tDNA bindingGO:0006359//regulation of transcription from RNA polymerase III promoter;GO:0006384//transcription initiation from RNA polymerase III promoterK15205 NP_595930.1//transcription factor TFIIIC complex subunit Sfc6 [Schizosaccharomyces pombe 972h-]transcription factor TFIIIC subunit Sfc6 (sfc6), mRNA
2540758 NM_001021592.234.19 33.98 32.42 SPBC19C2.10GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0006897//endocytosisK04705//signal transducing adaptor molecule;K11650//SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily D;K20520//drebrin-like proteinNP_595695.1//BAR adaptor protein [Schizosaccharomyces pombe 972h-]BAR adaptor protein (SPBC19C2.10), mRNA
2543142 NM_001018296.231.7 26.38 12.34 SPAC12G12.02GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0035859//Seh1-associated complex;GO:0030688//preribosome, small subunit precursor;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0032008//positive regulation of TOR signaling;GO:0006364//rRNA processingK20407//WD repeat-containing protein mioNP_592896.1//rRNA-processing protein [Schizosaccharomyces pombe 972h-]rRNA-processing protein (SPAC12G12.02), mRNA
2542521 NM_001019107.233.81 34.2 8.05 SPAC18G6.12cGO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0005737//cytoplasmGO:0003824//catalytic activityNA NA NP_593675.1//hypothetical protein SPAC18G6.12c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC18G6.12c), mRNA
2539560 NM_001022772.234.58 32.87 11.9 cbf11 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0001228//transcriptional activator activity, RNA polymerase II transcription regulatory region sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000977//RNA polymerase II regulatory region sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0007155//cell adhesion;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0019216//regulation of lipid metabolic process;GO:0008033//tRNA processingK06053//recombining binding protein suppressor of hairlessNP_587779.1//CBF1/Su(H)/LAG-1 family transcription factor Cbf11 [Schizosaccharomyces pombe 972h-]CBF1/Su(H)/LAG-1 family transcription factor Cbf11 (cbf11), mRNA
2543188 NM_001019633.215.88 16.92 6.39 tbc1 GO:1990727//tubulin folding cofactor complex;GO:0005874//microtubule;GO:0005737//cytoplasmGO:0015631//tubulin binding;GO:0005096//GTPase activator activityGO:0006457//protein folding;GO:0007021//tubulin complex assembly;GO:0007023//post-chaperonin tubulin folding pathwayK21766//tubulin-specific chaperone CNP_594210.1//tubulin specific chaperone cofactor C Tbc1 (predicted) [Schizosaccharomyces pombe 972h-]putative tubulin specific chaperone cofactor C Tbc1 (tbc1), mRNA
2539447 NM_001023140.242.12 38.12 18.57 rad21 GO:0005634//nucleus;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0000790//nuclear chromatin;GO:1902377//nuclear rDNA heterochromatin;GO:1990707//nuclear subtelomeric heterochromatin;GO:0034990//nuclear mitotic cohesin complex;GO:0071687//horsetail nucleus leading edge;GO:0043234//protein complex;GO:0000151//ubiquitin ligase complex;GO:0005739//mitochondrion;GO:0030892//mitotic cohesin complex;GO:0034507//chromosome, centromeric outer repeat regionGO:0003682//chromatin binding;GO:0030674//protein binding, bridging;GO:0003690//double-stranded DNA bindingGO:1903464//negative regulation of mitotic cell cycle DNA replication;GO:0006355//regulation of transcription, DNA-templated;GO:0031146//SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0006351//transcription, DNA-templated;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0061780//mitotic cohesin loading;GO:0006302//double-strand break repair;GO:2000060//positive regulation of protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0051301//cell division;GO:0007064//mitotic sister chromatid cohesion;GO:0006974//cellular response to DNA damage stimulus;GO:0000723//telomere maintenanceK15069;K06670//cohesin complex subunit SCC1NP_588151.1//mitotic cohesin complex, non-SMC subunit Rad21 (kleisin) [Schizosaccharomyces pombe 972h-]mitotic cohesin complex non-SMC subunit Rad21 (rad21), mRNA
2540375 NM_001022354.225.56 26.28 8.91 apl1 GO:0030117//membrane coat;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0030122//AP-2 adaptor complex;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0008565//protein transporter activityGO:0006886//intracellular protein transport;GO:0072583//clathrin-dependent endocytosis;GO:0016192//vesicle-mediated transportK02872//large subunit ribosomal protein L13Ae;K11825//AP-2 complex subunit beta-1NP_596435.1//AP-2 adaptor complex subunit Apl1 (predicted) [Schizosaccharomyces pombe 972h-]putative AP-2 adaptor complex subunit Apl1 (apl1), mRNA
9407311 NM_001355986.136.81 34.74 43.41 SPAC22F3.15GO:0005739//mitochondrionGO:0016884//carbon-nitrogen ligase activity, with glutamine as amido-N-donorGO:0070900//mitochondrial tRNA modificationK09117 XP_002742500.1//GatB/YqeY domain protein [Schizosaccharomyces pombe 972h-]GatB/YqeY domain protein (SPAC22F3.15), partial mRNA
2538897 NM_001022882.234.8 31.08 26.26 SPCC1183.07GO:0032040//small-subunit processome;GO:0005730//nucleolusGO:0030515//snoRNA binding;GO:0034511//U3 snoRNA binding;GO:0003723//RNA binding;GO:0008266//poly(U) RNA binding;GO:0042134//rRNA primary transcript binding;GO:0034513//box H/ACA snoRNA binding;GO:0034512//box C/D snoRNA bindingGO:0006397//mRNA processing;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000466//maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processing;GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000464//endonucleolytic cleavage in ITS1 upstream of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0034463//90S preribosome assemblyK14792//rRNA biogenesis protein RRP5NP_587890.1//U3 snoRNP-associated protein Rrp5 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Rrp5 (SPCC1183.07), mRNA
2542315 NM_001018472.229.97 29.1 30.08 SPAC16C9.01cGO:0005737//cytoplasmGO:0019200//carbohydrate kinase activity;GO:0016301//kinase activity;GO:0016773//phosphotransferase activity, alcohol group as acceptorGO:0046835//carbohydrate phosphorylationK00852//ribokinase [EC:2.7.1.15]NP_593074.2//carbohydrate kinase (predicted) [Schizosaccharomyces pombe 972h-]putative carbohydrate kinase (SPAC16C9.01c), mRNA
2543661 NM_001019306.238.91 39.7 18.46 SPAC644.08 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0043874//acireductone synthase activityGO:0019509//L-methionine salvage from methylthioadenosineK09880//enolase-phosphatase E1 [EC:3.1.3.77]NP_593876.1//methionine salvage haloacid dehalogenase-like hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative methionine salvage haloacid dehalogenase-like hydrolase (SPAC644.08), mRNA
2541013 NM_001021663.231.1 33.07 28.76 SPBC3H7.13 GO:0005634//nucleus;GO:0051286//cell tip;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0090443//FAR/SIN/STRIPAK complex;GO:0032153//cell division siteNA GO:0031030//negative regulation of septation initiation signaling;GO:0061509//asymmetric protein localization to old mitotic spindle pole bodyK01768//adenylate cyclase [EC:4.6.1.1]NP_595762.1//FHA domain protein Far10 (predicted) [Schizosaccharomyces pombe 972h-]putative FHA domain protein Far10 (SPBC3H7.13), mRNA
2540591 NM_001022083.233.12 31.88 17.69 sen34 GO:0000214//tRNA-intron endonuclease complex;GO:0005741//mitochondrial outer membraneGO:0016829//lyase activity;GO:0000213//tRNA-intron endonuclease activityGO:0000379//tRNA-type intron splice site recognition and cleavageK15323//tRNA-splicing endonuclease subunit Sen34 [EC:3.1.27.9]NP_596163.1//tRNA-splicing endonuclease catalytic subunit Sen34 (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA-splicing endonuclease catalytic subunit Sen34 (sen34), mRNA
2540477 NM_001022194.238.06 35.49 20.2 rsm27 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0000506//glycosylphosphatidylinositol-N-acetylglucosaminyltransferase (GPI-GnT) complexGO:0017176//phosphatidylinositol N-acetylglucosaminyltransferase activityGO:0006506//GPI anchor biosynthetic processK03860//phosphatidylinositol glycan, class QNP_596274.1//pig-Q [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S27 (rsm27), mRNA
2543512 NM_001019511.232.19 31.99 34.31 oar2 GO:0005739//mitochondrionGO:0004316//3-oxoacyl-[acyl-carrier-protein] reductase (NADPH) activity;GO:0102131//3-oxo-glutaryl-[acp] methyl ester reductase activity;GO:0102132//3-oxo-pimeloyl-[acp] methyl ester reductase activity;GO:0016491//oxidoreductase activityGO:0006633//fatty acid biosynthetic process;GO:0009107//lipoate biosynthetic processK00059//3-oxoacyl-[acyl-carrier protein] reductase [EC:1.1.1.100]NP_594074.1//3-oxoacyl-[acyl-carrier-protein] reductase Oar2 (predicted) [Schizosaccharomyces pombe 972h-]putative 3-oxoacyl-[acyl-carrier-protein] reductase Oar2 (oar2), partial mRNA
2539757 NM_001021037.221.61 18.87 8.78 SPBC1773.15GO:0051286//cell tip;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0032153//cell division siteGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK08192 NP_595130.1//dipeptide transmembrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative dipeptide transmembrane transporter (SPBC1773.15), mRNA
2542305 NM_001019704.231.72 27.25 33.47 SPAC8C9.10cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003677//DNA bindingGO:0042274//ribosomal small subunit biogenesis;GO:0006364//rRNA processing;GO:0042273//ribosomal large subunit biogenesisNA NP_594281.1//ribosome biogenesis protein Rrp14-N (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Rrp14-N (SPAC8C9.10c), mRNA
2539924 NM_001020988.232.56 34.23 37.57 tfg2 GO:0005634//nucleusGO:0010997//anaphase-promoting complex binding;GO:1990757//ubiquitin ligase activator activityGO:0030435//sporulation resulting in formation of a cellular spore;GO:0051321//meiotic cell cycle;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:1905190//negative regulation of metaphase/anaphase transition of meiosis II;GO:0051446//positive regulation of meiotic cell cycle;GO:0075296//positive regulation of ascospore formationK03139//transcription initiation factor TFIIF subunit beta [EC:3.6.4.12];K03364//cell division cycle 20-like protein 1, cofactor of APC complexNP_595081.1//fizzy-related protein Mfr1 [Schizosaccharomyces pombe 972h-]putative transcription factor TFIIF complex beta subunit Tfg2 (tfg2), partial mRNA
2542773 NM_001019998.333.49 33.63 25.6 rho2 GO:0016020//membrane;GO:0005634//nucleus;GO:0051286//cell tip;GO:0030427//site of polarized growth;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0032153//cell division siteGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0007264//small GTPase mediated signal transduction;GO:0032949//regulation of alpha-glucan biosynthetic process;GO:0030950//establishment or maintenance of actin cytoskeleton polarityK07975 NP_594569.1//Rho family GTPase Rho2 [Schizosaccharomyces pombe 972h-]Rho family GTPase Rho2 (rho2), mRNA
2541261 NM_001021176.232.59 23.45 17.78 SPBC947.07 GO:0005730//nucleolus;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003677//DNA bindingGO:0042274//ribosomal small subunit biogenesis;GO:0006364//rRNA processing;GO:0042273//ribosomal large subunit biogenesisK14796;K18626//trichohyalinNP_595269.1//ribosome biogenesis protein Rrp14-C (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Rrp14-C (SPBC947.07), mRNA
2541197 NM_001021158.235.35 33.78 9.81 rpc31 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005666//DNA-directed RNA polymerase III complexGO:0003899//DNA-directed 5'-3' RNA polymerase activityGO:0006383//transcription from RNA polymerase III promoterK03024//DNA-directed RNA polymerase III subunit RPC7NP_595252.1//DNA-directed RNA polymerase III complex subunit Rpc31 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase III complex subunit Rpc31 (rpc31), mRNA
2539589 NM_001023108.233.63 34.98 23.81 mrpl37 GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK17435//large subunit ribosomal protein L54NP_588118.1//mitochondrial ribosomal protein subunit L37 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L37 (mrpl37), mRNA
2539355 NM_001023497.223.82 23.32 5.22 SPCC1840.08cGO:0005783//endoplasmic reticulum;GO:0005623//cell;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0016853//isomerase activity;GO:0003756//protein disulfide isomerase activityGO:0030433//ubiquitin-dependent ERAD pathway;GO:0006621//protein retention in ER lumen;GO:0045454//cell redox homeostasisK13996 NP_588507.1//protein disulfide isomerase (predicted) [Schizosaccharomyces pombe 972h-]putative protein disulfide isomerase (SPCC1840.08c), mRNA
2539007 NM_001023154.342.01 46.68 19.19 ags1 GO:0035840//old growing cell tip;GO:0051286//cell tip;GO:0009897//external side of plasma membrane;GO:0035841//new growing cell tip;GO:0032153//cell division site;GO:0005619//ascospore wall;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0000935//division septum;GO:0005886//plasma membraneGO:0033201//alpha-1,4-glucan synthase activity;GO:0047657//alpha-1,3-glucan synthase activityGO:0030979//alpha-glucan biosynthetic process;GO:0070600//fungal-type cell wall (1->3)-alpha-glucan biosynthetic process;GO:0031671//primary cell septum biogenesis;GO:0071555//cell wall organization;GO:0009272//fungal-type cell wall biogenesisK00749 NP_588165.3//alpha-1,4-glucan synthase Ags1 [Schizosaccharomyces pombe 972h-]alpha-1,4-glucan synthase Ags1 (ags1), mRNA
2539188 NM_001355954.136.68 34.28 28.21 SPCC1827.04GO:0005829//cytosol;GO:0036266//Cdc48p-Npl4p-Vms1p AAA ATPase complex;GO:0005789//endoplasmic reticulum membraneNA GO:0072671//mitochondria-associated ubiquitin-dependent protein catabolic process;GO:0071630//nuclear protein quality control by the ubiquitin-proteasome system;GO:0030433//ubiquitin-dependent ERAD pathwayK14816//pre-60S factor REI1;K18626//trichohyalinNP_588550.1//VMS1-like protein quality control [Schizosaccharomyces pombe 972h-]ankyrin-repeat protein (SPCC1827.04), mRNA
2542989 NM_001020369.274.68 86.36 93.38 gas5 GO:0009277//fungal-type cell wall;GO:0005886//plasma membrane;GO:0031225//anchored component of membraneGO:0042124//1,3-beta-glucanosyltransferase activityGO:0071970//fungal-type cell wall (1->3)-beta-D-glucan biosynthetic processK19849 XP_002171512.1//cell wall protein Gas5 [Schizosaccharomyces japonicus yFS275]putative 1,3-beta-glucanosyltransferase Gas5 (gas5), mRNA
2541171 NM_001022403.229.57 28.1 15.99 SPBC887.09cGO:0005634//nucleus;GO:0051286//cell tip;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0007165//signal transduction;GO:0061161//positive regulation of establishment of bipolar cell polarity regulating cell shapeK01768//adenylate cyclase [EC:4.6.1.1]NP_596483.1//leucine-rich repeat protein Sog2 (predicted) [Schizosaccharomyces pombe 972h-]putative leucine-rich repeat protein Sog2 (SPBC887.09c), mRNA
2543619 NM_001020174.227.57 27.7 28.08 SPAC4F10.04GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0000159//protein phosphatase type 2A complex;GO:0005737//cytoplasmGO:0008160//protein tyrosine phosphatase activator activity;GO:0003755//peptidyl-prolyl cis-trans isomerase activity;GO:0019211//phosphatase activator activity;GO:0019888//protein phosphatase regulator activityGO:0030472//mitotic spindle organization in nucleus;GO:0006281//DNA repair;GO:0006970//response to osmotic stress;GO:0000082//G1/S transition of mitotic cell cycle;GO:0043618//regulation of transcription from RNA polymerase II promoter in response to stressK17605//serine/threonine-protein phosphatase 2A activatorNP_594747.1//protein phosphatase type 2A, intrinsic regulator (predicted) [Schizosaccharomyces pombe 972h-]putative type 2A protein phosphatase regulator (SPAC4F10.04), mRNA

NR_151131.1 NR_151131.1 35.71 33.74 32.53 NA GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0015200//methylammonium transmembrane transporter activity;GO:0008519//ammonium transmembrane transporter activityGO:0072489//methylammonium transmembrane transport;GO:0072488//ammonium transmembrane transportK03320//ammonium transporter, Amt familyNP_593462.1//ammonium transporter Amt2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.758), miscRNA
2543289 NM_001356167.131.29 32.38 16.81 rad26 GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0000781//chromosome, telomeric regionNA GO:0070198//protein localization to chromosome, telomeric region;GO:0031573//intra-S DNA damage checkpoint;GO:0000723//telomere maintenanceNA NP_594581.1//DNA repair protein [Schizosaccharomyces pombe 972h-]ATR checkpoint kinase regulatory subunit Rad26 (rad26), mRNA
2542702 NM_001019592.235.42 34.56 20.98 SPAC8E11.01cGO:0005634//nucleus;GO:0000324//fungal-type vacuole;GO:0005829//cytosolGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0004575//sucrose alpha-glucosidase activity;GO:0004564//beta-fructofuranosidase activityGO:0005975//carbohydrate metabolic process;GO:0005987//sucrose catabolic processK01193//beta-fructofuranosidase [EC:3.2.1.26]NP_594168.2//beta-fructofuranosidase (predicted) [Schizosaccharomyces pombe 972h-]putative beta-fructofuranosidase (SPAC8E11.01c), mRNA
2541732 NM_001019176.231.36 31.08 9.26 SPAC22H10.08GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_593745.1//DUF2009 protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC22H10.08), mRNA
3361482 NM_001356093.124.98 22.39 12.1 SPAPB24D3.01GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005730//nucleolus;GO:0016021//integral component of membrane;GO:0000790//nuclear chromatinGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK02365//separase [EC:3.4.22.49];K00480;K09241XP_001713074.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPAPB24D3.01), mRNA
2539210 NM_001022966.236.66 34.12 20.49 SPCC2H8.05cGO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0044732//mitotic spindle pole bodyNA NA NA NP_587975.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC2H8.05c), mRNA
2541710 NM_001018864.225.14 27.51 21.96 msc1 GO:0000812//Swr1 complex;GO:0000118//histone deacetylase complex;GO:0000790//nuclear chromatinGO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0016706//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donorsGO:0006338//chromatin remodeling;GO:0043486//histone exchange;GO:0016573//histone acetylationK11446//histone demethylase JARID1 [EC:1.14.11.-]NP_593431.1//multi-copy suppressor of Chk1 [Schizosaccharomyces pombe 972h-]multi-copy Chk1 suppressor (msc1), mRNA
2542309 NM_001019467.232.97 33.72 12.15 sub1 GO:0005768//endosome;GO:0005634//nucleus;GO:0030897//HOPS complex;GO:0005667//transcription factor complex;GO:0005829//cytosolGO:0003697//single-stranded DNA binding;GO:0061630//ubiquitin protein ligase activity;GO:0003713//transcription coactivator activity;GO:0030674//protein binding, bridging;GO:0008270//zinc ion binding;GO:0003690//double-stranded DNA bindingGO:0060261//positive regulation of transcription initiation from RNA polymerase II promoter;GO:0006904//vesicle docking involved in exocytosis;GO:0006351//transcription, DNA-templated;GO:0006886//intracellular protein transport;GO:0048278//vesicle docking;GO:0007032//endosome organization;GO:0035542//regulation of SNARE complex assembly;GO:0007040//lysosome organizationK20179//vacuolar protein sorting-associated protein 11NP_594043.2//zinc finger protein Pep5/Vps11-like (predicted) [Schizosaccharomyces pombe 972h-]transcription coactivator PC4 (sub1), mRNA
2541545 NM_001020158.333.83 33.2 9.9 rtf1 GO:0005634//nucleusGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0110035//rDNA spacer replication fork barrier binding, bending;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruiting;GO:1990943//mating type region replication fork barrier bindingGO:0006363//termination of RNA polymerase I transcription;GO:0071946//cis-acting DNA replication termination;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0090307//mitotic spindle assembly;GO:0030154//cell differentiation;GO:0071171//site-specific DNA replication termination at RTS1 barrier;GO:0031582//replication fork arrest at rDNA repeats;GO:0036278//positive regulation of transcription from RNA polymerase II promoter in response to nitrogen starvation;GO:0008156//negative regulation of DNA replicationK09424 NP_594730.2//replication termination factor Rtf1 [Schizosaccharomyces pombe 972h-]replication termination factor Rtf1 (rtf1), mRNA
2541724 NM_001018225.231.65 25.33 52.32 SPAC5H10.12cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0008375//acetylglucosaminyltransferase activity;GO:0016757//transferase activity, transferring glycosyl groups;GO:0016740//transferase activityGO:0006487//protein N-linked glycosylationNA NP_592825.1//acetylglucosaminyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative acetylglucosaminyltransferase (SPAC5H10.12c), mRNA
5802985 NM_001356209.122.72 21.68 13.64 SPAC1039.11cGO:0031160//spore wall;GO:0005783//endoplasmic reticulum;GO:0005576//extracellular regionGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0030246//carbohydrate binding;GO:0044654//starch alpha-glucosidase activity;GO:0032450//maltose alpha-glucosidase activity;GO:0090599//alpha-glucosidase activityGO:0005975//carbohydrate metabolic process;GO:0000025//maltose catabolic process;GO:0016052//carbohydrate catabolic processK01187//alpha-glucosidase [EC:3.2.1.20]XP_001713119.1//alpha-glucosidase (predicted) [Schizosaccharomyces pombe 972h-]putative alpha-glucosidase (SPAC1039.11c), mRNA
2540807 NM_001356260.131.24 30.94 21.38 SPBC800.12cGO:0005634//nucleus;GO:0005829//cytosolNA GO:0032446//protein modification by small protein conjugationNA NP_595114.1//ubiquitin-like protein [Schizosaccharomyces pombe 972h-]putative ubiquitin family protein (SPBC800.12c), mRNA
2539855 NM_001022659.227.48 26.81 19.43 doa10 GO:0042175//nuclear outer membrane-endoplasmic reticulum membrane network;GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:1904264//ubiquitin protein ligase activity involved in ERAD pathway;GO:0016874//ligase activityGO:0030433//ubiquitin-dependent ERAD pathwayK10661//E3 ubiquitin-protein ligase MARCH6 [EC:2.3.2.27]NP_596733.1//ER-localized ubiquitin ligase Doa10 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin ligase Doa10 (doa10), mRNA

NR_151163.1 NR_151163.1 41.96 33.13 13.52 NA GO:0005634//nucleus;GO:0005730//nucleolus;GO:0034399//nuclear periphery;GO:0044732//mitotic spindle pole body;GO:0030687//preribosome, large subunit precursorGO:0042802//identical protein bindingGO:0000280//nuclear division;GO:0006364//rRNA processing;GO:0042273//ribosomal large subunit biogenesisK14823//rRNA-processing protein EBP2NP_593575.1//rRNA processing protein Ebp2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.787), miscRNA
2539460 NM_001023069.231.86 32.08 25.77 SPCC4B3.13 GO:0000329//fungal-type vacuole membrane;GO:0016021//integral component of membraneGO:0015238//drug transmembrane transporter activity;GO:0015297//antiporter activityGO:0006855//drug transmembrane transportK03327//multidrug resistance protein, MATE familyNP_588077.1//MatE family transporter (predicted) [Schizosaccharomyces pombe 972h-]putative MatE family transporter (SPCC4B3.13), mRNA
2543485 NM_001019405.212.75 11.03 4.3 ams1 GO:0000329//fungal-type vacuole membrane;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0030246//carbohydrate binding;GO:0004559//alpha-mannosidase activityGO:0009313//oligosaccharide catabolic process;GO:0006013//mannose metabolic process;GO:0006517//protein deglycosylationK01191//alpha-mannosidase [EC:3.2.1.24]NP_593979.1//alpha-mannosidase (predicted) [Schizosaccharomyces pombe 972h-]putative alpha-mannosidase (ams1), mRNA
3361566 NM_001020410.226.07 28.25 14.96 ino80 GO:0000781//chromosome, telomeric region;GO:0031011//Ino80 complex;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0043140//ATP-dependent 3'-5' DNA helicase activityGO:0051983//regulation of chromosome segregation;GO:0006338//chromatin remodeling;GO:0043486//histone exchange;GO:0080040//positive regulation of cellular response to phosphate starvation;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0043044//ATP-dependent chromatin remodeling;GO:0043618//regulation of transcription from RNA polymerase II promoter in response to stress;GO:0042766//nucleosome mobilization;GO:0000722//telomere maintenance via recombination;GO:0006281//DNA repair;GO:0006351//transcription, DNA-templated;GO:0006348//chromatin silencing at telomere;GO:0006366//transcription from RNA polymerase II promoter;GO:0016584//nucleosome positioning;GO:0060303//regulation of nucleosome density;GO:0016569//covalent chromatin modification;GO:0045944//positive regulation of transcription from RNA polymerase II promoterK11665//DNA helicase INO80 [EC:3.6.4.12]NP_001018299.1//SNF2 family helicase Ino80 [Schizosaccharomyces pombe 972h-]SNF2 family helicase Ino80 (ino80), mRNA
2542805 NM_001019718.235.62 34.05 13.68 ain1 GO:0032432//actin filament bundle;GO:0005826//actomyosin contractile ringGO:0003779//actin binding;GO:0051015//actin filament binding;GO:0003786//actin lateral binding;GO:0005509//calcium ion binding;GO:0030674//protein binding, bridgingGO:1902405//mitotic actomyosin contractile ring localization;GO:1903478//actin filament bundle convergence involved in mitotic contractile ring assembly;GO:0051017//actin filament bundle assembly;GO:0051764//actin crosslink formationK05765//cofilin;K17275//plastin-1NP_594295.1//alpha-actinin [Schizosaccharomyces pombe 972h-]alpha-actinin (ain1), mRNA
2540380 NM_001356242.133.27 33.59 10.12 blt1 GO:0005759//mitochondrial matrix;GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0071341//medial cortical node;GO:0005739//mitochondrion;GO:0030428//cell septum;GO:0005826//actomyosin contractile ringGO:0004605//phosphatidate cytidylyltransferase activityGO:0032049//cardiolipin biosynthetic process;GO:1904498//protein localization to mitotic actomyosin contractile ring;GO:0007006//mitochondrial membrane organization;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0016024//CDP-diacylglycerol biosynthetic processK17807//mitochondrial translocator assembly and maintenance protein 41NP_595807.1//Blt1 [Schizosaccharomyces pombe 972h-]Blt1 (blt1), mRNA
2540045 NM_001021201.231.06 32.9 32.11 prp31 GO:0005634//nucleus;GO:0071011//precatalytic spliceosome;GO:0005687//U4 snRNP;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0003723//RNA bindingGO:0000244//spliceosomal tri-snRNP complex assembly;GO:0045292//mRNA cis splicing, via spliceosomeK12844//U4/U6 small nuclear ribonucleoprotein PRP31NP_595294.1//U4/U6 x U5 tri-snRNP complex subunit Prp31 [Schizosaccharomyces pombe 972h-]U4/U6 x U5 tri-snRNP complex subunit Prp31 (prp31), mRNA
2539847 NM_001021234.232.04 29.25 16.52 dsk1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0050265//RNA uridylyltransferase activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0042493//response to drug;GO:0006376//mRNA splice site selection;GO:1900182//positive regulation of protein localization to nucleus;GO:0046822//regulation of nucleocytoplasmic transport;GO:0035556//intracellular signal transduction;GO:0030003//cellular cation homeostasis;GO:0048026//positive regulation of mRNA splicing, via spliceosome;GO:0051301//cell division;GO:1900181//negative regulation of protein localization to nucleus;GO:0000245//spliceosomal complex assembly;GO:0007049//cell cycle;GO:0042307//positive regulation of protein import into nucleusK08832//serine/threonine-protein kinase SRPK3 [EC:2.7.11.1]NP_595327.1//SR protein-specific kinase Dsk1 [Schizosaccharomyces pombe 972h-]SR protein-specific kinase Dsk1 (dsk1), mRNA

NR_151429.1 NR_151429.1 12.8 14.75 103.18 NA NA NA NA NA XP_013238305.1//hypothetical protein DI09_258p10 [Mitosporidium daphniae]18S ribosomal RNA (SPRRNA.43), rRNA
NR_151430.1 NR_151430.1 12.8 14.75 103.18 NA NA NA NA NA XP_013238305.1//hypothetical protein DI09_258p10 [Mitosporidium daphniae]18S ribosomal RNA (SPRRNA.44), rRNA
NR_151432.1 NR_151432.1 12.8 14.75 103.18 NA NA NA NA NA XP_013238305.1//hypothetical protein DI09_258p10 [Mitosporidium daphniae]18S ribosomal RNA (SPRRNA.46), rRNA

2539296 NM_001022724.235.96 33.9 47.06 SPCC1235.03GO:0005634//nucleus;GO:0005730//nucleolusGO:0043130//ubiquitin bindingNA K00166//2-oxoisovalerate dehydrogenase E1 component alpha subunit [EC:1.2.4.4]NP_587729.2//SMR domain protein, possibly involved in DNA repair [Schizosaccharomyces pombe 972h-]SMR domain-containing protein (SPCC1235.03), mRNA
2539859 NM_001021147.227.33 25.11 9.56 fzo1 GO:0031307//integral component of mitochondrial outer membrane;GO:0016021//integral component of membrane;GO:0005741//mitochondrial outer membraneGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0008053//mitochondrial fusion;GO:0051646//mitochondrion localization;GO:0007005//mitochondrion organizationK06030//mitofusin 2 [EC:3.6.5.-]NP_595241.1//mitochondrial dynamin family fusion GTPase protein (predicted) [Schizosaccharomyces pombe 972h-]putative dynamin-like GTPase fzo1 (fzo1), mRNA
2539828 NM_001022161.240.84 38.16 40.28 SPBC15D4.02GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0003700//DNA binding transcription factor activityGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0036349//galactose-specific flocculation;GO:0051321//meiotic cell cycle;GO:0006351//transcription, DNA-templated;GO:0060257//negative regulation of flocculationK21632 NP_596242.3//transcription factor, zf-fungal binuclear cluster type (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPBC15D4.02), mRNA
2540595 NM_001022502.227.41 25.93 8.71 dep1 GO:0070822//Sin3-type complex;GO:0005634//nucleus;GO:0032221//Rpd3S complex;GO:0070210//Rpd3L-Expanded complexGO:0042826//histone deacetylase bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0016575//histone deacetylationK11294//nucleolinNP_596582.1//Sds3-like family protein Dep1 [Schizosaccharomyces pombe 972h-]Sds3-like family protein Dep1 (dep1), mRNA
9407048 NM_001355830.130.29 33.31 84.33 SPBC26H8.16GO:0005759//mitochondrial matrix;GO:0005749//mitochondrial respiratory chain complex II, succinate dehydrogenase complex (ubiquinone);GO:0005739//mitochondrionGO:0008177//succinate dehydrogenase (ubiquinone) activityGO:0034614//cellular response to reactive oxygen species;GO:0045333//cellular respiration;GO:0034553//mitochondrial respiratory chain complex II assemblyNA XP_002788943.1//mitochondrial protein, DUF1674 family [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC26H8.16), mRNA
2541373 NM_001022446.229.27 20.4 15.29 SPBP8B7.18cGO:0005829//cytosolGO:0008902//hydroxymethylpyrimidine kinase activity;GO:0005524//ATP binding;GO:0008972//phosphomethylpyrimidine kinase activity;GO:0050334//thiaminase activityGO:0009228//thiamine biosynthetic process;GO:0009229//thiamine diphosphate biosynthetic processK00877 NP_596525.1//TENA/THI family protein [Schizosaccharomyces pombe 972h-]TENA/THI family protein (SPBP8B7.18c), mRNA
2541602 NM_001018263.231.92 28.9 9.38 SPAC1F5.10 NA GO:0003743//translation initiation factor activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingNA K13025//ATP-dependent RNA helicase [EC:3.6.4.13]XP_006693219.1//ATP-dependent RNA helicase-like protein [Chaetomium thermophilum var. thermophilum DSM 1495]putative ATP-dependent RNA helicase (SPAC1F5.10), mRNA
2541938 NM_001019709.237.2 43.73 118.08 mug63 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionNA GO:0051321//meiotic cell cycleNA NP_594286.1//TLDc domain protein 1 [Schizosaccharomyces pombe 972h-]TLDc domain protein 1 (mug63), mRNA
2541905 NM_001019534.232.38 29.91 22.24 SPAC6G9.01cGO:0005634//nucleus;GO:0005829//cytosolNA NA K00381 NP_594110.1//conserved protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC6G9.01c), mRNA
2541832 NM_001018338.224.2 24.15 11.56 lsd2 GO:0005634//nucleus;GO:0033193//Lsd1/2 complex;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0031491//nucleosome binding;GO:0003677//DNA binding;GO:0008168//methyltransferase activity;GO:0032454//histone demethylase activity (H3-K9 specific);GO:0016491//oxidoreductase activityGO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0060194//regulation of antisense RNA transcription;GO:0006351//transcription, DNA-templated;GO:0011000//replication fork arrest at mating type locus;GO:0071515//genetic imprinting at mating-type locus;GO:1902681//regulation of replication fork arrest at rDNA repeats;GO:0033169//histone H3-K9 demethylation;GO:0051445//regulation of meiotic cell cycleK11450//lysine-specific histone demethylase 1A [EC:1.-.-.-]NP_592937.1//histone demethylase SWIRM2 (predicted) [Schizosaccharomyces pombe 972h-]putative histone demethylase SWIRM2 (lsd2), partial mRNA
2542638 NM_001020290.229.76 28.55 23.8 snf21 GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0000790//nuclear chromatinGO:0042393//histone binding;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0004003//ATP-dependent DNA helicase activityGO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006366//transcription from RNA polymerase II promoterK11786 NP_594861.1//ATP-dependent DNA helicase Snf21 [Schizosaccharomyces pombe 972h-]ATP-dependent DNA helicase Snf21 (snf21), mRNA
2539174 NM_001023002.234.22 39.5 19.17 ada2 GO:0000124//SAGA complex;GO:0000781//chromosome, telomeric region;GO:0005634//nucleus;GO:0005671//Ada2/Gcn5/Ada3 transcription activator complex;GO:0046695//SLIK (SAGA-like) complex;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0003713//transcription coactivator activity;GO:0004402//histone acetyltransferase activity;GO:0003682//chromatin binding;GO:0008270//zinc ion binding;GO:0001786//phosphatidylserine binding;GO:0003700//DNA binding transcription factor activityGO:1990414//replication-born double-strand break repair via sister chromatid exchange;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylation;GO:0006348//chromatin silencing at telomere;GO:0006366//transcription from RNA polymerase II promoter;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0071470//cellular response to osmotic stress;GO:0006325//chromatin organization;GO:0051321//meiotic cell cycle;GO:0000183//chromatin silencing at rDNA;GO:0035066//positive regulation of histone acetylation;GO:0006310//DNA recombination;GO:0010520//regulation of reciprocal meiotic recombinationK11314//transcriptional adapter 2-alphaNP_588011.1//SAGA complex subunit Ada2 [Schizosaccharomyces pombe 972h-]SAGA complex subunit Ada2 (ada2), mRNA
2539863 NM_001022655.244.15 38.87 20.53 kap123 GO:0010494//cytoplasmic stress granule;GO:0005643//nuclear pore;GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008536//Ran GTPase binding;GO:0008565//protein transporter activity;GO:0061608//nuclear import signal receptor activity;GO:0008139//nuclear localization sequence bindingGO:0006607//NLS-bearing protein import into nucleus;GO:0006610//ribosomal protein import into nucleus;GO:0006606//protein import into nucleus;GO:0000060//protein import into nucleus, translocation;GO:2000220//regulation of pseudohyphal growthK20221//importin-4NP_596729.1//karyopherin Kap123 [Schizosaccharomyces pombe 972h-]karyopherin Kap123 (kap123), mRNA
2540914 NM_001022641.231.5 29.35 26.78 pof12 GO:0005634//nucleus;GO:0000151//ubiquitin ligase complexGO:0030674//protein binding, bridgingGO:0006511//ubiquitin-dependent protein catabolic processNA NP_596716.1//F-box protein Pof12 [Schizosaccharomyces pombe 972h-]F-box protein Pof12 (pof12), mRNA
2538931 NM_001023459.333.36 32.94 26.78 cwf26 GO:0005684//U2-type spliceosomal complex;GO:0005634//nucleus;GO:0005829//cytosolNA GO:0045292//mRNA cis splicing, via spliceosomeK13106//pre-mRNA-splicing factor CWC26NP_588468.2//complexed with Cdc5 protein Cwf26 [Schizosaccharomyces pombe 972h-]protein Cwf26 (cwf26), mRNA
2541182 NM_001021251.237.58 31.2 18.95 SPBC713.04cGO:0034388//Pwp2p-containing subcomplex of 90S preribosome;GO:0032040//small-subunit processome;GO:0005829//cytosolGO:0030515//snoRNA bindingGO:0030010//establishment of cell polarity;GO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000920//cell separation after cytokinesis;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14558//periodic tryptophan protein 2XP_013021881.1//U3 snoRNP-associated protein Utp1 [Schizosaccharomyces cryophilus OY26]putative U3 snoRNP-associated protein Utp1 (SPBC713.04c), mRNA
2540664 NM_001022602.230.63 29.3 25.86 bob1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0008180//COP9 signalosome;GO:0042597//periplasmic spaceGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0019784//NEDD8-specific protease activityGO:0090054//regulation of chromatin silencing at silent mating-type cassette;GO:0000338//protein deneddylation;GO:0006974//cellular response to DNA damage stimulus;GO:0090052//regulation of chromatin silencing at centromereK04797//prefoldin alpha subunit;K12175//COP9 signalosome complex subunit 1NP_596680.1//COP9/signalosome complex subunit Csn1 [Schizosaccharomyces pombe 972h-]putative prefoldin subunit 5 (bob1), mRNA

NR_151206.1 NR_151206.1 39.75 42.07 48.36 NA GO:0005840//ribosome;GO:0016020//membrane;GO:0022627//cytosolic small ribosomal subunit;GO:0005737//cytoplasmGO:0043022//ribosome binding;GO:0005080//protein kinase C binding;GO:0001965//G-protein alpha-subunit binding;GO:0004871//signal transducer activity;GO:0005092//GDP-dissociation inhibitor activityGO:0007186//G-protein coupled receptor signaling pathway;GO:0060733//regulation of eIF2 alpha phosphorylation by amino acid starvation;GO:2000766//negative regulation of cytoplasmic translation;GO:0000747//conjugation with cellular fusion;GO:0032995//regulation of fungal-type cell wall biogenesis;GO:0031954//positive regulation of protein autophosphorylation;GO:0001403//invasive growth in response to glucose limitation;GO:2001125//negative regulation of translational frameshifting;GO:1902660//negative regulation of glucose mediated signaling pathway;GO:0010389//regulation of G2/M transition of mitotic cell cycleK14753//guanine nucleotide-binding protein subunit beta-2-like 1 proteinNP_593770.1//40S ribosomal protein cpc2/RACK1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.826), miscRNA
2540415 NM_001021441.228.06 28.18 10.8 SPBC30B4.06cGO:0005739//mitochondrionGO:0050660//flavin adenine dinucleotide bindingGO:0002098//tRNA wobble uridine modification;GO:0070899//mitochondrial tRNA wobble uridine modification;GO:0032543//mitochondrial translation;GO:0030488//tRNA methylationK03495//tRNA uridine 5-carboxymethylaminomethyl modification enzymeNP_595531.1//mitochondrial GIDA family tRNA uridine 5-carboxymethylaminomethyl modification enzyme (predicted) [Schizosaccharomyces pombe 972h-]putative GIDA family tRNA uridine 5-carboxymethylaminomethyl modification enzyme (SPBC30B4.06c), mRNA
2543387 NM_001019552.228.52 26.65 17.99 mcl1 GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatin;GO:0000775//chromosome, centromeric regionNA GO:0006281//DNA repair;GO:1903461//Okazaki fragment processing involved in mitotic DNA replication;GO:0006351//transcription, DNA-templated;GO:0061641//CENP-A containing chromatin organization;GO:0006974//cellular response to DNA damage stimulus;GO:0030702//chromatin silencing at centromereK11274//chromosome transmission fidelity protein 4NP_594128.1//DNA polymerase alpha accessory factor Mcl1 [Schizosaccharomyces pombe 972h-]DNA polymerase alpha accessory factor Mcl1 (mcl1), mRNA
2543198 NM_001018324.232.06 29.64 13.78 cuf1 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0005507//copper ion binding;GO:0001202//RNA polymerase II transcription factor activity, copper ion regulated proximal promoter sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006879//cellular iron ion homeostasis;GO:0006878//cellular copper ion homeostasis;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0071468//cellular response to acidic pHK09281 NP_592923.1//nutritional copper sensing transcription factor Cuf1 [Schizosaccharomyces pombe 972h-]Cu-sensing transcription factor Cuf1 (cuf1), mRNA
2538845 NM_001022734.244.09 35.79 13.57 ght6 GO:0051286//cell tip;GO:0005887//integral component of plasma membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0032153//cell division siteGO:0005353//fructose transmembrane transporter activity;GO:0005355//glucose transmembrane transporter activity;GO:0005351//sugar:proton symporter activityGO:0098708//glucose import across plasma membrane;GO:0051321//meiotic cell cycle;GO:1990539//fructose import across plasma membraneK08139 NP_587739.1//hexose transporter Ght6 [Schizosaccharomyces pombe 972h-]hexose transporter Ght6 (ght6), mRNA
2539006 NM_001023005.231.68 27.65 18.36 mft1 GO:0000408//EKC/KEOPS complex;GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0000347//THO complex;GO:0000445//THO complex part of transcription export complex;GO:0005829//cytosolNA GO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006397//mRNA processing;GO:0006406//mRNA export from nucleus;GO:0002949//tRNA threonylcarbamoyladenosine modification;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK15901//EKC/KEOPS complex subunit CGI121/TPRKBNP_588014.1//THO complex subunit 7 Mft1 (predicted) [Schizosaccharomyces pombe 972h-]putative THO complex subunit 7 Mft1 (mft1), mRNA
2543388 NM_001019052.333.1 24.7 23.04 utp5 GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005829//cytosol;GO:0034455//t-UTP complexGO:0030515//snoRNA bindingGO:0006351//transcription, DNA-templated;GO:0030490//maturation of SSU-rRNAK14546//U3 small nucleolar RNA-associated protein 5NP_593621.2//U3 snoRNP-associated protein Utp5 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Utp5 (utp5), mRNA
2539325 NM_001023303.329.97 29 33.44 ero12 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0015035//protein disulfide oxidoreductase activity;GO:0000234//phosphoethanolamine N-methyltransferase activity;GO:0016651//oxidoreductase activity, acting on NAD(P)H;GO:0016671//oxidoreductase activity, acting on a sulfur group of donors, disulfide as acceptor;GO:0003756//protein disulfide isomerase activity;GO:0016972//thiol oxidase activityGO:0006506//GPI anchor biosynthetic process;GO:0006464//cellular protein modification process;GO:0034975//protein folding in endoplasmic reticulum;GO:0006666//3-keto-sphinganine metabolic processK04708//3-dehydrosphinganine reductase [EC:1.1.1.102]NP_588313.2//ER protein folding oxidoreductin Ero1b [Schizosaccharomyces pombe 972h-]ER protein folding oxidoreductin Ero1b (ero12), mRNA

14217782 NM_001355787.123.34 25.6 232.74 new17 GO:0034719//SMN-Sm protein complexNA GO:0000387//spliceosomal snRNP assemblyNA XP_004001722.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein new17 (new17), mRNA
2542168 NM_001018917.233.13 32.42 17.39 ftp105 GO:0016020//membrane;GO:0000138//Golgi trans cisterna;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005797//Golgi medial cisternaNA GO:0006886//intracellular protein transportNA NP_593484.1//Ubp5 interacting protein Ftp10 [Schizosaccharomyces pombe 972h-]Ubp5 interacting protein Ftp10 (ftp105), mRNA
2541185 NM_001022000.233.33 31.46 16.21 prp1 GO:0005634//nucleus;GO:0046540//U4/U6 x U5 tri-snRNP complex;GO:0071013//catalytic step 2 spliceosomeNA GO:0000244//spliceosomal tri-snRNP complex assembly;GO:0045292//mRNA cis splicing, via spliceosomeK12855//pre-mRNA-processing factor 6NP_596086.1//U4/U6 x U5 tri-snRNP complex subunit Prp1 [Schizosaccharomyces pombe 972h-]U4/U6 x U5 tri-snRNP complex subunit Prp1 (prp1), mRNA
2541693 NM_001020375.230.4 29.25 13.99 SPAP8A3.05 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0000178//exosome (RNase complex)GO:0003746//translation elongation factor activity;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:0070125//mitochondrial translational elongationK14416//elongation factor 1 alpha-like proteinNP_594944.1//ski complex interacting GTPase (predicted) [Schizosaccharomyces pombe 972h-]putative ski complex-interacting GTPase (SPAP8A3.05), mRNA
2542545 NM_001019851.228.48 37.2 61.27 rsd1 GO:0005634//nucleus;GO:0005681//spliceosomal complexGO:0003723//RNA binding;GO:1990446//U1 snRNP bindingGO:0006397//mRNA processing;GO:0045292//mRNA cis splicing, via spliceosomeK13091//RNA-binding protein 39NP_594422.2//RNA-binding protein Rsd1 (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein Rsd1 (rsd1), mRNA
2542436 NM_001019393.236.53 33.06 18.83 mug138 GO:0019898//extrinsic component of membrane;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0008237//metallopeptidase activity;GO:0004222//metalloendopeptidase activityGO:0006508//proteolysis;GO:0071432//peptide mating pheromone maturation involved in conjugation with cellular fusion;GO:0051321//meiotic cell cycleK01408//insulysin [EC:3.4.24.56]NP_593966.1//metallopeptidase (predicted) [Schizosaccharomyces pombe 972h-]putative metallopeptidase (mug138), mRNA
2540491 NM_001021657.228.08 30.19 6.76 SPBC28E12.04GO:0005739//mitochondrion;GO:0005737//cytoplasmNA NA NA NP_595757.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC28E12.04), mRNA
2539967 NM_001021853.233.13 35.56 11.2 fub2 GO:0005634//nucleus;GO:0031510//SUMO activating enzyme complex;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0019948//SUMO activating enzyme activity;GO:0061656//SUMO conjugating enzyme activityGO:0016925//protein sumoylationK10685//ubiquitin-like 1-activating enzyme E1 B [EC:6.2.1.45]NP_595945.1//SUMO E1-like activator enzyme Fub2 (predicted) [Schizosaccharomyces pombe 972h-]putative SUMO E1-like activator enzyme Fub2 (fub2), mRNA
2543086 NM_001018603.218.64 16.16 10.59 rad22 GO:0035861//site of double-strand break;GO:0005634//nucleusGO:0003697//single-stranded DNA binding;GO:0003684//damaged DNA binding;GO:0003690//double-stranded DNA binding;GO:0045027//DNA end bindingGO:0000722//telomere maintenance via recombination;GO:0045002//double-strand break repair via single-strand annealing;GO:0110027//negative regulation of DNA strand resection involved in replication fork processing;GO:0010947//negative regulation of meiotic joint molecule formation;GO:0043392//negative regulation of DNA binding;GO:0007533//mating type switching;GO:0006312//mitotic recombination;GO:0000724//double-strand break repair via homologous recombination;GO:0000730//DNA recombinase assembly;GO:1990426//mitotic recombination-dependent replication fork processing;GO:0000723//telomere maintenanceK10873//DNA repair and recombination protein RAD52NP_593207.1//DNA recombination protein Rad22 [Schizosaccharomyces pombe 972h-]DNA recombination protein Rad22 (rad22), mRNA

14218053 NM_001356205.144.58 44.26 7.23 new13 GO:0005886//plasma membraneNA NA NA XP_004001801.1//conserved fungal protein of unknown function [Schizosaccharomyces pombe 972h-]protein new13 (new13), partial mRNA
2541961 NM_001018571.226.85 23.72 8.3 crn1 GO:0051286//cell tip;GO:0005885//Arp2/3 protein complex;GO:1990819//actin fusion focus;GO:0030479//actin cortical patch;GO:0030139//endocytic vesicle;GO:0043234//protein complex;GO:0035838//growing cell tip;GO:0005826//actomyosin contractile ringGO:0051015//actin filament binding;GO:0003779//actin bindingGO:0034316//negative regulation of Arp2/3 complex-mediated actin nucleation;GO:0030036//actin cytoskeleton organization;GO:0051017//actin filament bundle assembly;GO:0051666//actin cortical patch localization;GO:0030041//actin filament polymerizationK13886//coronin-1B/1C/6NP_593175.1//actin binding protein, coronin Crn1 [Schizosaccharomyces pombe 972h-]coronin Crn1 (crn1), partial mRNA
2541307 NM_001021495.232.46 34.07 80.64 SPBP22H7.03GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasm;GO:0043187//cell septum surface;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0015926//glucosidase activityGO:1905758//positive regulation of primary cell septum biogenesis;GO:0031505//fungal-type cell wall organization;GO:0006078//(1->6)-beta-D-glucan biosynthetic processK21850 NP_595600.1//beta-glucan synthesis-associated protein (predicted) [Schizosaccharomyces pombe 972h-]putative beta-glucan synthesis-associated protein (SPBP22H7.03), mRNA
2541389 NM_001023878.238.67 28.81 19.23 SPBPB2B2.09cGO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0050661//NADP binding;GO:0008677//2-dehydropantoate 2-reductase activityGO:0015940//pantothenate biosynthetic process;GO:0006221//pyrimidine nucleotide biosynthetic process;GO:0033317//pantothenate biosynthetic process from valineK00077 NP_596855.1//2-dehydropantoate 2-reductase (predicted) [Schizosaccharomyces pombe 972h-]putative 2-dehydropantoate 2-reductase (SPBPB2B2.09c), mRNA
2543193 NM_001019371.329.41 28.47 20.88 abc2 GO:0005774//vacuolar membrane;GO:0000329//fungal-type vacuole membrane;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0015431//glutathione S-conjugate-exporting ATPase activity;GO:0015440//peptide-transporting ATPase activity;GO:0044604//phytochelatin transmembrane transporter ATPase activity;GO:0005524//ATP binding;GO:0015086//cadmium ion transmembrane transporter activity;GO:0042626//ATPase activity, coupled to transmembrane movement of substances;GO:0015127//bilirubin transmembrane transporter activityGO:0006749//glutathione metabolic process;GO:0098849//cellular detoxification of cadmium ion;GO:0036246//phytochelatin 2 import into vacuole;GO:0042144//vacuole fusion, non-autophagic;GO:0010038//response to metal ion;GO:0071996//glutathione transmembrane import into vacuole;GO:0045454//cell redox homeostasisK05665//ATP-binding cassette, subfamily C (CFTR/MRP), member 1;K05658//ATP-binding cassette, subfamily B (MDR/TAP), member 1 [EC:3.6.3.44]NP_593943.3//glutathione S-conjugate-exporting ATPase Abc2 [Schizosaccharomyces pombe 972h-]glutathione S-conjugate-exporting ATPase Abc2 (abc2), mRNA
2539135 NM_001022758.237.11 35.18 13.32 spb70 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005658//alpha DNA polymerase:primase complex;GO:0000790//nuclear chromatinGO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0046982//protein heterodimerization activityGO:1902981//synthesis of RNA primer involved in mitotic DNA replication;GO:0006260//DNA replication;GO:1902975//mitotic DNA replication initiation;GO:0006270//DNA replication initiationK02321//DNA polymerase alpha subunit BNP_587765.1//DNA polymerase alpha B-subunit [Schizosaccharomyces pombe 972h-]DNA polymerase alpha B-subunit (spb70), mRNA
2543057 NM_001019912.237.04 36.2 9.5 SPAC694.03 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0000309//nicotinamide-nucleotide adenylyltransferase activity;GO:0016787//hydrolase activity;GO:0005524//ATP binding;GO:0016779//nucleotidyltransferase activityGO:0034356//NAD biosynthesis via nicotinamide riboside salvage pathway;GO:0009435//NAD biosynthetic processK03189//urease accessory protein;K19785NP_594484.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC694.03), mRNA
2541607 NM_001018248.228.93 24.37 25.55 chr3 GO:0005634//nucleus;GO:0051286//cell tip;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0032153//cell division siteNA NA K07126 NP_592847.1//chitin synthase regulatory factor-like Chr3 (predicted) [Schizosaccharomyces pombe 972h-]putative chitin synthase regulatory factor-like Chr3 (chr3), mRNA
2538907 NM_001023013.231.88 28.72 12.61 SPCC24B10.19cGO:0005634//nucleus;GO:1990483//Clr6 histone deacetylase complex I'';GO:0000790//nuclear chromatinNA GO:1990619//histone H3-K9 deacetylation;GO:0006325//chromatin organizationNA NP_588022.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC24B10.19c), mRNA
2541309 NM_001021719.230.8 31.81 10.68 SPBP23A10.03cGO:0005759//mitochondrial matrix;GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005758//mitochondrial intermembrane space;GO:0005739//mitochondrionNA GO:0006979//response to oxidative stress;GO:0015976//carbon utilization;GO:0006105//succinate metabolic process;GO:0006094//gluconeogenesis;GO:0006111//regulation of gluconeogenesis;GO:0034553//mitochondrial respiratory chain complex II assembly;GO:0070072//vacuolar proton-transporting V-type ATPase complex assemblyK11866//STAM-binding protein [EC:3.4.19.12];K19950NP_595815.1//mitochondrial ACN9 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative ACN9 family protein (SPBP23A10.03c), mRNA
2539754 NM_001023823.229.64 32.57 28.01 SPBC16C6.04GO:0035861//site of double-strand break;GO:0005634//nucleusNA NA K10364//capping protein (actin filament) muscle Z-line, alphaNP_596802.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC16C6.04), mRNA
2541719 NM_001019563.224.06 18.28 10.2 mns1 GO:0016020//membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membraneGO:0004571//mannosyl-oligosaccharide 1,2-alpha-mannosidase activity;GO:0005509//calcium ion bindingGO:0006486//protein glycosylation;GO:0035977//protein deglycosylation involved in glycoprotein catabolic process;GO:0006491//N-glycan processing;GO:0097466//ubiquitin-dependent glycoprotein ERAD pathwayK01230//mannosyl-oligosaccharide alpha-1,2-mannosidase [EC:3.2.1.113]NP_594139.2//mannosyl-oligosaccharide 1,2-alpha-mannosidase [Schizosaccharomyces pombe 972h-]mannosyl-oligosaccharide 1,2-alpha-mannosidase (mns1), mRNA
2542831 NM_001019059.249.67 37.38 67.34 SPAC20H4.08GO:0005829//cytosolNA GO:0045292//mRNA cis splicing, via spliceosomeK13123//G patch domain-containing protein 1NP_593628.1//phosphatase activator (predicted) [Schizosaccharomyces pombe 972h-]putative phosphatase activator (SPAC20H4.08), mRNA
2539385 NM_001023201.233.21 30.32 28.84 ubp5 GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0005777//peroxisomeGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0036459//thiol-dependent ubiquitinyl hydrolase activityGO:0006511//ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitination;GO:0010995//free ubiquitin chain depolymerization;GO:0070536//protein K63-linked deubiquitination;GO:0035871//protein K11-linked deubiquitinationK11838//ubiquitin carboxyl-terminal hydrolase 7 [EC:3.4.19.12]NP_588211.1//ubiquitin C-terminal hydrolase Ubp5 [Schizosaccharomyces pombe 972h-]ubiquitin hydrolase Ubp5 (ubp5), mRNA
2542809 NM_001019721.228.75 30.73 16.65 ubr11 GO:0005634//nucleus;GO:0000151//ubiquitin ligase complex;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion bindingGO:0071596//ubiquitin-dependent protein catabolic process via the N-end rule pathwayK10625//E3 ubiquitin-protein ligase UBR1 [EC:2.3.2.27]NP_594298.1//N-end-recognizing protein (predicted) [Schizosaccharomyces pombe 972h-]putative N-end-recognizing protein (ubr11), mRNA
2542293 NM_001019168.234.8 34.69 23.4 pck1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0030428//cell septum;GO:0032153//cell division siteGO:0046872//metal ion binding;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004697//protein kinase C activityGO:0018105//peptidyl-serine phosphorylation;GO:0035556//intracellular signal transduction;GO:0008360//regulation of cell shape;GO:0090334//regulation of cell wall (1->3)-beta-D-glucan biosynthetic processK18050//novel protein kinase C epsilon type [EC:2.7.11.13];K02677//classical protein kinase C alpha type [EC:2.7.11.13]NP_593737.2//protein kinase C (PKC)-like Pck1 [Schizosaccharomyces pombe 972h-]protein kinase C (PKC)-like Pck1 (pck1), mRNA
2540799 NM_001021637.233.35 34.09 10.83 ppk23 GO:0005634//nucleusGO:0004674//protein serine/threonine kinase activity;GO:0004693//cyclin-dependent protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0010468//regulation of gene expression;GO:0007346//regulation of mitotic cell cycleK08818//cell division cycle 2-like [EC:2.7.11.22]NP_595739.1//serine/threonine protein kinase Ppk23 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Ppk23 (ppk23), mRNA
2540873 NM_001022221.242.47 37.85 29.77 nuc1 GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA binding;GO:0008270//zinc ion bindingGO:0006360//transcription from RNA polymerase I promoter;GO:0006351//transcription, DNA-templatedK02999//DNA-directed RNA polymerase I subunit RPA1 [EC:2.7.7.6]NP_596300.1//DNA-directed RNA polymerase I complex large subunit Nuc1 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase I complex large subunit Nuc1 (nuc1), mRNA
2540905 NM_001021226.225.29 24.03 28.05 SPBC530.06cGO:0005737//cytoplasm;GO:0005852//eukaryotic translation initiation factor 3 complexGO:0003743//translation initiation factor activityGO:0002183//cytoplasmic translational initiation;GO:0048312//intracellular distribution of mitochondriaK03255//protein TIF31NP_595319.2//translation initiation factor eIF3 alpha subunit (p135 [Schizosaccharomyces pombe 972h-]translation initiation factor eIF3 alpha subunit (p135 (SPBC530.06c), mRNA

NR_149906.1 NR_149906.1 25.42 29.16 6.34 NA GO:0005739//mitochondrionNA NA NA NP_594906.2//DUF1770 family protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1061), miscRNA
2541239 NM_001022406.228.77 25.01 12.66 SPBC887.12 GO:0005783//endoplasmic reticulum;GO:1990530//Cdc50p-Drs2p complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005802//trans-Golgi network;GO:0005886//plasma membrane;GO:0000139//Golgi membraneGO:0000287//magnesium ion binding;GO:0005524//ATP binding;GO:0004012//phospholipid-translocating ATPase activityGO:0006886//intracellular protein transport;GO:0000028//ribosomal small subunit assembly;GO:0045332//phospholipid translocation;GO:0048194//Golgi vesicle budding;GO:0006897//endocytosis;GO:0006892//post-Golgi vesicle-mediated transport;GO:0032456//endocytic recycling;GO:0000749//response to pheromone involved in conjugation with cellular fusionK14802//phospholipid-transporting ATPase [EC:3.6.3.1]NP_596486.1//P-type ATPase (predicted) [Schizosaccharomyces pombe 972h-]putative P-type ATPase (SPBC887.12), mRNA
2542244 NM_001019857.229.34 24.56 16.99 poz1 GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0000784//nuclear chromosome, telomeric region;GO:0031933//telomeric heterochromatin;GO:0032476//decaprenyl diphosphate synthase complex;GO:0005829//cytosol;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0070187//shelterin complexGO:0003677//DNA binding;GO:0008834//di-trans,poly-cis-decaprenylcistransferase activity;GO:0016740//transferase activityGO:0016233//telomere capping;GO:0008299//isoprenoid biosynthetic process;GO:0048239//negative regulation of DNA recombination at telomere;GO:0032200//telomere organization;GO:0006744//ubiquinone biosynthetic process;GO:0032211//negative regulation of telomere maintenance via telomerase;GO:0051974//negative regulation of telomerase activity;GO:0006348//chromatin silencing at telomere;GO:0000723//telomere maintenanceK05355 NP_594427.1//decaprenyl diphosphate synthase subunit 2 Dlp1 [Schizosaccharomyces pombe 972h-]Pot1-associated protein Poz1 (poz1), mRNA
2541584 NM_001019602.236.92 39.3 28.13 SPAP32A8.02GO:0005634//nucleus;GO:0005829//cytosolGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0000209//protein polyubiquitinationK18097 NP_594179.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative xylose and arabinose reductase (SPAP32A8.02), mRNA
2541554 NM_001019459.227.1 26.85 22.18 SPAC24C9.09GO:0005759//mitochondrial matrix;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004829//threonine-tRNA ligase activity;GO:0005524//ATP binding;GO:0000049//tRNA binding;GO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translation;GO:0070159//mitochondrial threonyl-tRNA aminoacylation;GO:0006435//threonyl-tRNA aminoacylationK01868//threonyl-tRNA synthetase [EC:6.1.1.3];K02967//small subunit ribosomal protein S2NP_594034.2//mitochondrial threonine-tRNA ligase (predicted) [Schizosaccharomyces pombe 972h-]putative threonine--tRNA (Thr) ligase (SPAC24C9.09), mRNA
2542759 NM_001018995.231.88 37.62 11.18 SPAC9G1.07GO:0005794//Golgi apparatusNA NA K11294//nucleolinNP_593562.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC9G1.07), mRNA
2539980 NM_001021036.233.37 29.95 8.39 arg7 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004056//argininosuccinate lyase activityGO:0042450//arginine biosynthetic process via ornithine;GO:0006526//arginine biosynthetic process;GO:0000050//urea cycleK01755//argininosuccinate lyase [EC:4.3.2.1]XP_013018531.1//argininosuccinate lyase [Schizosaccharomyces octosporus yFS286]argininosuccinate lyase (arg7), mRNA
2542860 NM_001019703.227.92 30.36 11.43 mug129 GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_594280.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug129 (mug129), mRNA
2538757 NM_001022909.240.14 32.66 23.09 skb15 GO:0005634//nucleus;GO:0030685//nucleolar preribosome;GO:0043234//protein complexGO:0004860//protein kinase inhibitor activity;GO:0016301//kinase activityGO:0042254//ribosome biogenesis;GO:0070507//regulation of microtubule cytoskeleton organization;GO:0032956//regulation of actin cytoskeleton organizationK14830//protein MAK11NP_587918.1//p21 activated protein kinase inhibitor Skb15 [Schizosaccharomyces pombe 972h-]p21-activated protein kinase inhibitor Skb15 (skb15), mRNA
2543444 NM_001020127.229.28 29.25 21.72 pik3 GO:0034272//phosphatidylinositol 3-kinase complex, class III, type II;GO:0016020//membrane;GO:0005777//peroxisome;GO:0005737//cytoplasm;GO:0005774//vacuolar membrane;GO:0005768//endosome;GO:0005829//cytosol;GO:0005942//phosphatidylinositol 3-kinase complex;GO:0034271//phosphatidylinositol 3-kinase complex, class III, type I;GO:0000407//phagophore assembly site;GO:0005628//prospore membraneGO:0005524//ATP binding;GO:0016303//1-phosphatidylinositol-3-kinase activityGO:0072665//protein localization to vacuole;GO:0016197//endosomal transport;GO:0006468//protein phosphorylation;GO:0036092//phosphatidylinositol-3-phosphate biosynthetic process;GO:0030242//autophagy of peroxisome;GO:0075296//positive regulation of ascospore formation;GO:1902657//protein localization to prospore membrane;GO:0032120//ascospore-type prospore membrane assembly;GO:0046488//phosphatidylinositol metabolic process;GO:0006897//endocytosis;GO:0048015//phosphatidylinositol-mediated signaling;GO:0000045//autophagosome assemblyK00914//phosphatidylinositol 3-kinase [EC:2.7.1.137]NP_594699.1//phosphatidylinositol 3-kinase Pik3 [Schizosaccharomyces pombe 972h-]phosphatidylinositol 3-kinase Pik3 (pik3), mRNA
2539763 NM_001022647.222.73 19.59 4.45 SPBC1861.05GO:0005794//Golgi apparatus;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0050225//pseudouridine kinase activity;GO:0005524//ATP binding;GO:0016301//kinase activity;GO:0016773//phosphotransferase activity, alcohol group as acceptor;GO:0004730//pseudouridylate synthase activity;GO:0016798//hydrolase activity, acting on glycosyl bondsGO:0051321//meiotic cell cycle;GO:0006213//pyrimidine nucleoside metabolic process;GO:0001522//pseudouridine synthesisK16330//pseudouridylate synthase / pseudouridine kinase [EC:4.2.1.70 2.7.1.83]NP_596722.1//carbohydrate kinase (predicted) [Schizosaccharomyces pombe 972h-]putative carbohydrate kinase (SPBC1861.05), mRNA
2540397 NM_001021743.232.97 26.28 17.68 SPBC29A3.11cGO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0000064//L-ornithine transmembrane transporter activity;GO:0015227//acyl carnitine transmembrane transporter activity;GO:0015171//amino acid transmembrane transporter activityGO:0006810//transport;GO:0006865//amino acid transport;GO:1990575//mitochondrial L-ornithine transmembrane transport;GO:0006839//mitochondrial transportK15114 NP_595839.1//mitochondrial carboxylic acid transporter (predicted) [Schizosaccharomyces pombe 972h-]putative carboxylic acid transporter (SPBC29A3.11c), mRNA
2543635 NM_001018395.235.11 33.82 21.08 img2 GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK17430//large subunit ribosomal protein L49NP_592996.1//mitochondrial ribosomal protein subunit Img2 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit Img2 (img2), mRNA
2541255 NM_001021181.230.48 27.07 22.36 apl2 GO:0005768//endosome;GO:0030117//membrane coat;GO:0005794//Golgi apparatus;GO:0005905//clathrin-coated pit;GO:0005886//plasma membrane;GO:0030121//AP-1 adaptor complexGO:0030276//clathrin binding;GO:0008565//protein transporter activityGO:0006886//intracellular protein transport;GO:0016197//endosomal transport;GO:0016192//vesicle-mediated transportK12397//AP-3 complex subunit beta;K11825//AP-2 complex subunit beta-1NP_595274.1//AP-1 adaptor complex subunit beta subunit Apl2 [Schizosaccharomyces pombe 972h-]AP-1 adaptor complex subunit beta subunit Apl2 (apl2), mRNA
2542927 NM_001018208.265.66 62.31 80.97 SPAC11D3.13GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016829//lyase activity;GO:0003824//catalytic activityNA K22211 NP_592808.1//ThiJ domain protein [Schizosaccharomyces pombe 972h-]ThiJ domain protein (SPAC11D3.13), mRNA
2541770 NM_001018847.229.71 30.12 25.63 nup184 GO:0005643//nuclear pore;GO:0044611//nuclear pore inner ring;GO:0016021//integral component of membraneGO:0017056//structural constituent of nuclear poreGO:0006406//mRNA export from nucleus;GO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0006607//NLS-bearing protein import into nucleus;GO:0006606//protein import into nucleus;GO:0006611//protein export from nucleusK14311//nuclear pore complex protein Nup188NP_593414.1//nucleoporin Nup184 [Schizosaccharomyces pombe 972h-]nucleoporin Nup184 (nup184), mRNA
2542326 NM_001018478.231.58 28.18 10.1 pom2 GO:0035839//non-growing cell tip;GO:0030427//site of polarized growth;GO:0005739//mitochondrion;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0051285//cell cortex of cell tip;GO:0005826//actomyosin contractile ringGO:0008289//lipid binding;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:1903077//negative regulation of protein localization to plasma membrane;GO:2000769//regulation of establishment or maintenance of cell polarity regulating cell shape;GO:1903505//regulation of establishment of actomyosin contractile ring localization involved in mitotic cell cycle;GO:1903067//negative regulation of protein localization to cell tip;GO:0051519//activation of bipolar cell growth;GO:0072453//signal transduction involved in G2 cell size control checkpoint;GO:0000281//mitotic cytokinesis;GO:0051321//meiotic cell cycle;GO:0034613//cellular protein localizationK18669//dual specificity tyrosine-phosphorylation-regulated kinase 2/3/4 [EC:2.7.12.1]NP_593081.2//serine/threonine protein kinase Pom2 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Pom2 (pom2), mRNA

NR_151268.1 NR_151268.1 27.09 22.17 19.31 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0046872//metal ion binding;GO:0008233//peptidase activityGO:0051321//meiotic cell cycle;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0016579//protein deubiquitination;GO:0030968//endoplasmic reticulum unfolded protein responseK13719//ubiquitin thioesterase OTU1 [EC:3.1.2.-]NP_594039.1//ubiquitin-specific cysteine protease, OTU family, Otu1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.883), miscRNA
2542065 NM_001018386.226.26 24.57 30.24 pld1 GO:0005829//cytosol;GO:0005622//intracellular;GO:0005628//prospore membraneGO:0004630//phospholipase D activity;GO:0032266//phosphatidylinositol-3-phosphate binding;GO:0070290//N-acylphosphatidylethanolamine-specific phospholipase D activity;GO:0035091//phosphatidylinositol bindingGO:0048017//inositol lipid-mediated signaling;GO:0030435//sporulation resulting in formation of a cellular spore;GO:0016042//lipid catabolic process;GO:0046488//phosphatidylinositol metabolic process;GO:0051321//meiotic cell cycle;GO:0048015//phosphatidylinositol-mediated signaling;GO:0006654//phosphatidic acid biosynthetic process;GO:0006887//exocytosisK01115//phospholipase D1/2 [EC:3.1.4.4]NP_592986.1//phospholipase D, Pld1 [Schizosaccharomyces pombe 972h-]phospholipase D Pld1 (pld1), mRNA
2541206 NM_001021157.236.08 34.14 10.27 hut1 GO:0005685//U1 snRNP;GO:0005783//endoplasmic reticulum;GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0005459//UDP-galactose transmembrane transporter activity;GO:0003723//RNA binding;GO:0003729//mRNA bindingGO:0006397//mRNA processing;GO:0000381//regulation of alternative mRNA splicing, via spliceosome;GO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosome;GO:0015786//UDP-glucose transmembrane transportK15275//solute carrier family 35 (UDP-galactose transporter), member B1NP_595250.1//U1 snRNP-associated protein Usp107 [Schizosaccharomyces pombe 972h-]uridine diphosphate-N-acetylglucosamine transporter Hut1 (hut1), mRNA
2540041 NM_001020978.228.74 29.41 25.53 SPBC1198.03cGO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0032153//cell division siteNA NA NA NP_595072.1//Golgin subfamily A member [Schizosaccharomyces pombe 972h-]golgin subfamily A protein (SPBC1198.03c), mRNA
2542459 NM_001018415.226.64 27.97 33.54 aut12 GO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:0035658//Mon1-Ccz1 complex;GO:0005829//cytosol;GO:0032585//multivesicular body membrane;GO:0032153//cell division siteNA GO:0006810//transport;GO:0006623//protein targeting to vacuole;GO:0006914//autophagy;GO:0016192//vesicle-mediated transportK20195//vacuolar fusion protein MON1NP_593016.1//autophagy associated protein Aut12 (predicted) [Schizosaccharomyces pombe 972h-]putative autophagy associated protein Aut12 (aut12), mRNA
2542735 NM_001019907.235.68 38.02 44.74 SPAC25B8.18GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0016491//oxidoreductase activityNA NA NP_594478.1//mitochondrial electron carrier (predicted) [Schizosaccharomyces pombe 972h-]putative electron carrier protein (SPAC25B8.18), mRNA
2543472 NM_001019596.233.28 31.46 14.51 omh6 GO:0016020//membrane;GO:0000214//tRNA-intron endonuclease complex;GO:0005634//nucleus;GO:0005741//mitochondrial outer membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membrane;GO:0005829//cytosol;GO:0005794//Golgi apparatusGO:0000026//alpha-1,2-mannosyltransferase activity;GO:0000030//mannosyltransferase activity;GO:0000213//tRNA-intron endonuclease activityGO:0000032//cell wall mannoprotein biosynthetic process;GO:0006486//protein glycosylation;GO:0000379//tRNA-type intron splice site recognition and cleavage;GO:0006487//protein N-linked glycosylation;GO:0035268//protein mannosylationK15325//tRNA-splicing endonuclease subunit Sen15, fungi type;K10967//alpha 1,2-mannosyltransferase [EC:2.4.1.-]NP_594171.1//alpha-1,2-mannosyltransferase Omh6 (predicted) [Schizosaccharomyces pombe 972h-]putative alpha-1,2-mannosyltransferase Omh6 (omh6), mRNA
2542980 NM_001018444.237.52 37.4 25.06 SPAC1296.05cGO:0005634//nucleus;GO:0000307//cyclin-dependent protein kinase holoenzyme complex;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0016538//cyclin-dependent protein serine/threonine kinase regulator activityGO:1901409//positive regulation of phosphorylation of RNA polymerase II C-terminal domain;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0045737//positive regulation of cyclin-dependent protein serine/threonine kinase activityK15161//cyclin-C;K15563NP_593045.1//cyclin L family cyclin (predicted) [Schizosaccharomyces pombe 972h-]putative cyclin L family cyclin (SPAC1296.05c), mRNA
2543634 NM_001018396.251.75 47.38 28.43 SPAC3H8.04 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA NA NA NP_592997.1//chromosome segregation protein (predicted) [Schizosaccharomyces pombe 972h-]putative chromosome segregation protein (SPAC3H8.04), mRNA
2540973 NM_001021896.230.21 29.23 18.75 tlg1 GO:0005634//nucleusGO:0042393//histone bindingGO:0006334//nucleosome assembly;GO:1905783//CENP-A containing nucleosome disassemblyK08499 XP_013022735.1//nucleosome assembly protein [Schizosaccharomyces cryophilus OY26]putative SNARE protein Tgl1 (tlg1), mRNA
2539484 NM_001022783.236.24 39.31 16.64 SPCC594.04cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016229//steroid dehydrogenase activity;GO:0016627//oxidoreductase activity, acting on the CH-CH group of donorsGO:0008202//steroid metabolic process;GO:0006629//lipid metabolic processNA NP_587790.2//steroid oxidoreductase superfamily protein (predicted) [Schizosaccharomyces pombe 972h-]putative steroid oxidoreductase superfamily protein (SPCC594.04c), mRNA
2538926 NM_001022808.229.94 26.61 33.6 SPCC306.07cGO:0005634//nucleus;GO:0030686//90S preribosome;GO:0005730//nucleolusGO:0003723//RNA bindingGO:0000470//maturation of LSU-rRNA;GO:0042273//ribosomal large subunit biogenesisK14775//ribosome biogenesis protein UTP30NP_587815.1//U3 snoRNP-associated protein Cic1/Utp30 family (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated Cic1/Utp30 family protein (SPCC306.07c), mRNA
2540277 NM_001022159.228.21 26.03 13.34 ubc1 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005874//microtubule;GO:0005816//spindle pole body;GO:1990023//mitotic spindle midzone;GO:1990295//post-anaphase microtubule array;GO:0005737//cytoplasm;GO:0005871//kinesin complexGO:1990939//ATP-dependent microtubule motor activity;GO:0005524//ATP binding;GO:0008017//microtubule binding;GO:0016887//ATPase activityGO:1905121//microtubule sliding involved in mitotic spindle elongation;GO:0098783//correction of merotelic kinetochore attachment, mitoticK04649//ubiquitin-conjugating enzyme (huntingtin interacting protein 2) [EC:2.3.2.23]XP_001713140.1//kinesin-like protein Klp9 [Schizosaccharomyces pombe 972h-]putative ubiquitin conjugating enzyme Ubc1 (ubc1), mRNA
2542524 NM_001019203.215.78 16.06 40.63 mug8 GO:0005829//cytosol;GO:0032153//cell division siteNA GO:0030010//establishment of cell polarity;GO:0007165//signal transduction;GO:0051321//meiotic cell cycle;GO:0000917//division septum assemblyNA NP_593774.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]protein mug8 (mug8), mRNA
2539403 NM_001022775.227.97 28.03 12.86 ago1 GO:1990707//nuclear subtelomeric heterochromatin;GO:0000781//chromosome, telomeric region;GO:0030958//RITS complex;GO:0031934//mating-type region heterochromatin;GO:0005829//cytosol;GO:0033167//ARC complex;GO:0031618//nuclear pericentric heterochromatinGO:0003723//RNA binding;GO:0016891//endoribonuclease activity, producing 5'-phosphomonoesters;GO:0003727//single-stranded RNA bindingGO:0031048//chromatin silencing by small RNA;GO:0007059//chromosome segregation;GO:0070919//production of siRNA involved in chromatin silencing by small RNA;GO:0070868//heterochromatin organization involved in chromatin silencing;GO:0030702//chromatin silencing at centromere;GO:0051570//regulation of histone H3-K9 methylation;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0033168//conversion of ds siRNA to ss siRNA involved in RNA interference;GO:0070924//heterochromatin assembly involved in chromatin silencing by small RNA;GO:0090502//RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0007049//cell cycle;GO:0033562//co-transcriptional gene silencing by RNA interference machineryK11593//eukaryotic translation initiation factor 2CNP_587782.1//argonaute [Schizosaccharomyces pombe 972h-]argonaute (ago1), mRNA
2539695 NM_001022470.233.91 34.62 10.06 SPBC13G1.14cGO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosolGO:0003723//RNA bindingGO:0045292//mRNA cis splicing, via spliceosomeK14325//RNA-binding protein with serine-rich domain 1NP_596549.2//RNA-binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein (SPBC13G1.14c), mRNA
2539775 NM_001021828.227.85 26.34 13.57 spt8 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0003712//transcription cofactor activity;GO:0017025//TBP-class protein bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0048096//chromatin-mediated maintenance of transcription;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylationK11360 NP_595920.1//SAGA complex subunit Spt8 [Schizosaccharomyces pombe 972h-]SAGA complex subunit Spt8 (spt8), mRNA
2540951 NM_001022322.230.59 28.93 15.96 rrn6 GO:0005634//nucleus;GO:0070860//RNA polymerase I core factor complex;GO:0005829//cytosolGO:0001013//RNA polymerase I regulatory region DNA binding;GO:0001169//transcription factor activity, RNA polymerase I CORE element sequence-specific binding;GO:0001179//RNA polymerase I transcription factor bindingGO:0042790//transcription of nuclear large rRNA transcript from RNA polymerase I promoter;GO:0006360//transcription from RNA polymerase I promoterK15218 NP_596403.1//RNA polymerase I transcription factor subunit Rrn6 (predicted) [Schizosaccharomyces pombe 972h-]putative RNA polymerase I transcription factor subunit Rrn6 (rrn6), mRNA
2542682 NM_001019576.219.23 17.98 9.4 rga2 GO:0005634//nucleus;GO:0051286//cell tip;GO:0035838//growing cell tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0005096//GTPase activator activityGO:0043087//regulation of GTPase activity;GO:0007165//signal transduction;GO:0035024//negative regulation of Rho protein signal transductionK08773//RalA-binding protein 1NP_594152.1//Rho-type GTPase activating protein Rga2 (predicted) [Schizosaccharomyces pombe 972h-]putative Rho-type GTPase-activating protein Rga2 (rga2), partial mRNA
2541071 NM_001021081.127.89 26.63 8.65 brc1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0005730//nucleolus;GO:0000775//chromosome, centromeric region;GO:1902377//nuclear rDNA heterochromatinNA GO:0006301//postreplication repairK14972//PAX-interacting protein 1;K20780//mediator of DNA damage checkpoint protein 1NP_595173.1//BRCT domain protein Brc1 [Schizosaccharomyces pombe 972h-]BRCT domain protein Brc1 (brc1), partial mRNA
2543323 NM_001019195.235.62 36.35 26.88 spp1 GO:0005634//nucleus;GO:0005658//alpha DNA polymerase:primase complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0003697//single-stranded DNA binding;GO:0046872//metal ion binding;GO:0003896//DNA primase activityGO:1902981//synthesis of RNA primer involved in mitotic DNA replication;GO:0006269//DNA replication, synthesis of RNA primerK02684//DNA primase small subunit [EC:2.7.7.-]NP_593765.1//DNA primase catalytic subunit Spp1 [Schizosaccharomyces pombe 972h-]DNA primase catalytic subunit Spp1 (spp1), mRNA
2541722 NM_001018640.228.93 25.53 34.41 mug84 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0000506//glycosylphosphatidylinositol-N-acetylglucosaminyltransferase (GPI-GnT) complexGO:0017176//phosphatidylinositol N-acetylglucosaminyltransferase activityGO:0006506//GPI anchor biosynthetic process;GO:0051321//meiotic cell cycleK03861//phosphatidylinositol glycan, class P;K20178//vacuolar protein sorting-associated protein 8NP_593243.2//pig-P subunit (predicted) [Schizosaccharomyces pombe 972h-]putative pig-P phosphatidylinositol N-acetylglucosaminyltransferase subunit (mug84), mRNA
2540667 NM_001022537.236.89 34.77 28.82 gfh1 GO:0005815//microtubule organizing center;GO:0000922//spindle pole;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005874//microtubule;GO:0000923//equatorial microtubule organizing center;GO:0005737//cytoplasm;GO:0000930//gamma-tubulin complex;GO:0005829//cytosolGO:0043015//gamma-tubulin bindingGO:0051415//interphase microtubule nucleation by interphase microtubule organizing center;GO:0030953//astral microtubule organization;GO:0007020//microtubule nucleationNA NP_596616.1//gamma tubulin complex subunit Gfh1 [Schizosaccharomyces pombe 972h-]gamma tubulin complex subunit Gfh1 (gfh1), mRNA
2542591 NM_001020193.228.52 30.13 17.32 bgs3 GO:0051286//cell tip;GO:0030427//site of polarized growth;GO:0016021//integral component of membrane;GO:0000148//1,3-beta-D-glucan synthase complex;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005628//prospore membraneGO:0003843//1,3-beta-D-glucan synthase activityGO:0071970//fungal-type cell wall (1->3)-beta-D-glucan biosynthetic process;GO:0006075//(1->3)-beta-D-glucan biosynthetic process;GO:0051274//beta-glucan biosynthetic process;GO:0034413//ascospore wall (1->3)-beta-D-glucan biosynthetic process;GO:0009272//fungal-type cell wall biogenesisK00706 NP_594766.1//1,3-beta-glucan synthase subunit Bgs3 [Schizosaccharomyces pombe 972h-]1,3-beta-glucan synthase subunit Bgs3 (bgs3), mRNA
2543107 NM_001018762.332.9 33.41 19.59 taf2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005669//transcription factor TFIID complex;GO:0000790//nuclear chromatin;GO:0032153//cell division siteGO:0008237//metallopeptidase activity;GO:0003682//chromatin binding;GO:0008270//zinc ion binding;GO:0043565//sequence-specific DNA binding;GO:0001129//RNA polymerase II transcription factor activity, TBP-class protein binding, involved in preinitiation complex assembly;GO:0044212//transcription regulatory region DNA bindingGO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006367//transcription initiation from RNA polymerase II promoterK03128//transcription initiation factor TFIID subunit 2NP_593331.2//TATA-binding protein associated factor Taf2 (predicted) [Schizosaccharomyces pombe 972h-]putative TATA-binding protein-associated factor Taf2 (taf2), mRNA

NR_150495.1 NR_150495.1 30.13 28.5 19.67 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1600), miscRNA
2539796 NM_001021517.331.54 34.43 14.41 cog8 GO:0005840//ribosome;GO:0017119//Golgi transport complex;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrion;GO:0000139//Golgi membraneGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0006886//intracellular protein transport;GO:0032543//mitochondrial translation;GO:0006412//translation;GO:0006891//intra-Golgi vesicle-mediated transportK02956//small subunit ribosomal protein S15;K20295//conserved oligomeric Golgi complex subunit 8NP_595623.2//Golgi transport complex subunit Cog8 (predicted) [Schizosaccharomyces pombe 972h-]putative COG complex subunit Cog8 (cog8), mRNA
2543074 NM_001018867.230.84 25.35 21.92 SPAC343.13 GO:0005739//mitochondrion;GO:0030956//glutamyl-tRNA(Gln) amidotransferase complexGO:0005524//ATP binding;GO:0050567//glutaminyl-tRNA synthase (glutamine-hydrolyzing) activity;GO:0016740//transferase activityGO:0032543//mitochondrial translation;GO:0070681//glutaminyl-tRNAGln biosynthesis via transamidationK02434//aspartyl-tRNA(Asn)/glutamyl-tRNA(Gln) amidotransferase subunit B [EC:6.3.5.6 6.3.5.7]NP_593434.1//mitochondrial glutamyl-tRNA amidotransferase beta subunit (predicted) [Schizosaccharomyces pombe 972h-]putative glutamyl-tRNA amidotransferase beta subunit (SPAC343.13), mRNA

NR_149923.1 NR_149923.1 18.46 23.88 34.33 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0051266//sirohydrochlorin ferrochelatase activity;GO:0043115//precorrin-2 dehydrogenase activity;GO:0004325//ferrochelatase activityGO:0000103//sulfate assimilation;GO:0019354//siroheme biosynthetic process;GO:0009086//methionine biosynthetic processK02304 NP_594959.1//siroheme synthase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1077), miscRNA
3361308 NM_001355783.129.2 27.3 17.49 SPBC3E7.04cGO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0001965//G-protein alpha-subunit binding;GO:0005085//guanyl-nucleotide exchange factor activity;GO:0005096//GTPase activator activityGO:0007186//G-protein coupled receptor signaling pathwayNA XP_004001720.1//synembryn ric8-like protein [Schizosaccharomyces pombe 972h-]synembryn ric8-like protein (SPBC3E7.04c), partial mRNA
2543490 NM_001019317.228.97 31.86 124.57 gpi12 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0000225//N-acetylglucosaminylphosphatidylinositol deacetylase activityGO:0006506//GPI anchor biosynthetic processK03434//N-acetylglucosaminylphosphatidylinositol deacetylase [EC:3.5.1.89]NP_593887.1//pig-L, N-acetylglucosaminylphosphatidyl inositoldeacetylase (predicted) [Schizosaccharomyces pombe 972h-]putative pig-L family GPI synthesis protein (gpi12), mRNA
2538864 NM_001023084.129.99 28.77 18.17 SPCC550.01cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane spaceNA GO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0033108//mitochondrial respiratory chain complex assemblyK18177//cytochrome c oxidase assembly factor 4NP_588093.1//mitochondrial respiratory chain complex assembly protein (predicted) [Schizosaccharomyces pombe 972h-]putative respiratory chain complex assembly protein (SPCC550.01c), partial mRNA
2543179 NM_001020382.231.7 33.91 29.09 tpp2 GO:0005829//cytosolGO:0004252//serine-type endopeptidase activity;GO:0004177//aminopeptidase activity;GO:0008240//tripeptidyl-peptidase activityNA K14644;K01280//tripeptidyl-peptidase II [EC:3.4.14.10]NP_594951.1//tripeptidyl-peptidase II Tpp2 [Schizosaccharomyces pombe 972h-]tripeptidyl-peptidase II Tpp2 (tpp2), partial mRNA

NR_151165.1 NR_151165.1 37.11 32.99 10.63 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0008440//inositol-1,4,5-trisphosphate 3-kinase activity;GO:0035004//phosphatidylinositol 3-kinase activityGO:0032958//inositol phosphate biosynthetic processK00915//inositol-polyphosphate multikinase [EC:2.7.1.140 2.7.1.151]NP_593593.1//inositol polyphosphate kinase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.789), miscRNA
2543540 NM_001018889.233.75 25.17 18.95 SPAC664.08cGO:0005634//nucleus;GO:0005730//nucleolusNA GO:0042254//ribosome biogenesis;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14782//protein AATF/BFR2NP_593456.1//traub family protein involved in ribosome biogenesis (predicted) [Schizosaccharomyces pombe 972h-]putative traub family ribosome biogenesis protein (SPAC664.08c), partial mRNA
2540343 NM_001021442.227.25 27.98 8.56 tfb4 GO:0005675//holo TFIIH complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000112//nucleotide-excision repair factor 3 complex;GO:0000439//core TFIIH complexGO:0008135//translation factor activity, RNA binding;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0046872//metal ion binding;GO:0003684//damaged DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0070816//phosphorylation of RNA polymerase II C-terminal domain;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0006366//transcription from RNA polymerase II promoter;GO:0006289//nucleotide-excision repairK03143//transcription initiation factor TFIIH subunit 3NP_595532.1//transcription factor TFIIH complex subunit Tfb4 [Schizosaccharomyces pombe 972h-]transcription factor TFIIH complex subunit Tfb4 (tfb4), mRNA
2543130 NM_001020445.251.93 59.5 19.37 SPAC869.05cGO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0019531//oxalate transmembrane transporter activity;GO:0015301//anion:anion antiporter activity;GO:0015116//sulfate transmembrane transporter activity;GO:0005254//chloride channel activity;GO:0008271//secondary active sulfate transmembrane transporter activity;GO:0015106//bicarbonate transmembrane transporter activityGO:0015701//bicarbonate transport;GO:0008272//sulfate transport;GO:1902358//sulfate transmembrane transport;GO:0051453//regulation of intracellular pH;GO:0042391//regulation of membrane potential;GO:1902476//chloride transmembrane transportK14708//solute carrier family 26 (sodium-independent sulfate anion transporter), member 11NP_595014.1//sulfate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative sulfate transporter (SPAC869.05c), mRNA
2539185 NM_001023356.224.06 26.76 43.19 ima1 GO:0031965//nuclear membrane;GO:0044732//mitotic spindle pole body;GO:0034506//chromosome, centromeric core domain;GO:0005635//nuclear envelope;GO:0005637//nuclear inner membrane;GO:0034992//microtubule organizing center attachment site;GO:0016021//integral component of membraneNA GO:0071765//nuclear inner membrane organizationNA NP_588365.1//integral inner nuclear membrane protein Ima1 [Schizosaccharomyces pombe 972h-]integral inner nuclear membrane protein Ima1 (ima1), mRNA
2539547 NM_001022760.238.76 32.94 16.11 kpa1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003684//damaged DNA bindingGO:0019985//translesion synthesis;GO:0070987//error-free translesion synthesis;GO:0072429//response to intra-S DNA damage checkpoint signaling;GO:0051321//meiotic cell cycle;GO:0006260//DNA replication;GO:0006974//cellular response to DNA damage stimulusK03511//DNA polymerase kappa [EC:2.7.7.7]NP_587767.2//DinB translesion DNA repair polymerase, pol kappa [Schizosaccharomyces pombe 972h-]DinB-like DNA repair polymerase kappa (kpa1), mRNA
2539574 NM_001023019.236.63 28.48 16.69 trm8 GO:0005634//nucleus;GO:0043527//tRNA methyltransferase complex;GO:0005730//nucleolus;GO:0043234//protein complexGO:0000049//tRNA binding;GO:0008176//tRNA (guanine-N7-)-methyltransferase activityGO:0106004//tRNA (guanine-N7)-methylation;GO:0006400//tRNA modification;GO:0036265//RNA (guanine-N7)-methylationK03439//tRNA (guanine-N7-)-methyltransferase [EC:2.1.1.33]NP_588028.1//tRNA (guanine-N7-)-methyltransferase catalytic subunit Trm8 [Schizosaccharomyces pombe 972h-]tRNA (guanine-N7-)-methyltransferase catalytic subunit Trm8 (trm8), mRNA
2542300 NM_001018537.329.71 29.61 29.46 puf3 GO:0005829//cytosol;GO:0005741//mitochondrial outer membraneGO:0003723//RNA binding;GO:0003729//mRNA bindingGO:0000288//nuclear-transcribed mRNA catabolic process, deadenylation-dependent decayK17944;K17943//pumilio RNA-binding familyNP_593141.2//RNA-binding protein Puf3 (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein Puf3 (puf3), mRNA
2539886 NM_001021335.237.46 36.74 20.45 SPBC1734.10cGO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0051286//cell tip;GO:0030173//integral component of Golgi membrane;GO:0005829//cytosol;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0005462//UDP-N-acetylglucosamine transmembrane transporter activity;GO:0061630//ubiquitin protein ligase activity;GO:0005457//GDP-fucose transmembrane transporter activity;GO:0005464//UDP-xylose transmembrane transporter activityGO:0015783//GDP-fucose transmembrane transport;GO:0008643//carbohydrate transport;GO:1990569//UDP-N-acetylglucosamine transmembrane transport;GO:0006378//mRNA polyadenylation;GO:0015786//UDP-glucose transmembrane transport;GO:0034221//fungal-type cell wall chitin biosynthetic processK15278//solute carrier family 35 (UDP-xylose/UDP-N-acetylglucosamine transporter), member B4NP_595427.1//mRNA processing protein (predicted) [Schizosaccharomyces pombe 972h-]putative mRNA processing protein (SPBC1734.10c), mRNA
2540131 NM_001022210.229.28 25.76 20.79 SPBC1778.05cGO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005829//cytosolGO:0016301//kinase activity;GO:0019887//protein kinase regulator activity;GO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingGO:0031929//TOR signaling;GO:0007165//signal transduction;GO:0030437//ascospore formation;GO:0007135//meiosis IIK02309 NP_596287.1//Spo4-Spo6 kinase complex regulatory subunit Spo6 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1778.05c), mRNA
2539557 NM_001022762.229.52 30.48 32.35 cyp9 GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0003755//peptidyl-prolyl cis-trans isomerase activityGO:0006457//protein folding;GO:0006342//chromatin silencingK12736//peptidylprolyl isomerase domain and WD repeat-containing protein 1 [EC:5.2.1.8];K14569//ribosome biogenesis protein BMS1NP_587769.1//WD repeat containing cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp9 (predicted) [Schizosaccharomyces pombe 972h-]putative cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp9 (cyp9), mRNA
2541068 NM_001021231.233.96 33.15 20.16 SPBC530.11cGO:0005634//nucleus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK00480 NP_595324.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPBC530.11c), mRNA
2543427 NM_001018963.331.37 29.9 7.13 arv1 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005794//Golgi apparatus;GO:0032541//cortical endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneNA GO:0006665//sphingolipid metabolic process;GO:0016125//sterol metabolic process;GO:0097036//regulation of plasma membrane sterol distribution;GO:0006696//ergosterol biosynthetic process;GO:0032366//intracellular sterol transportK21848//lipid intermediate transporterNP_593529.3//Arv1-like family protein Arv1 (predicted) [Schizosaccharomyces pombe 972h-]putative Arv1-like family protein Arv1 (arv1), mRNA
2541677 NM_001018713.213.54 24.07 23.72 ste4 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0019887//protein kinase regulator activityGO:0071444//cellular response to pheromone;GO:0000747//conjugation with cellular fusion;GO:0007165//signal transduction;GO:0051321//meiotic cell cycle;GO:0032005//signal transduction involved in conjugation with cellular fusion;GO:0009966//regulation of signal transduction;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusionK19841 NP_593283.1//adaptor protein Ste4 [Schizosaccharomyces pombe 972h-]adaptor protein Ste4 (ste4), mRNA
2543255 NM_001020278.232.26 28.98 23.29 asa1 GO:0005634//nucleus;GO:0070209//ASTRA complex;GO:0005829//cytosolNA GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modificationK14963//COMPASS component SWD3NP_594849.1//Astra associated protein 1 Asa1 [Schizosaccharomyces pombe 972h-]ASTRA-associated protein 1 Asa1 (asa1), mRNA
2541483 NM_001355982.130.09 31.07 10.11 SPAC227.14 GO:0005634//nucleus;GO:0005829//cytosolGO:0004849//uridine kinase activity;GO:0005524//ATP binding;GO:0016301//kinase activityGO:0043097//pyrimidine nucleoside salvage;GO:0006206//pyrimidine nucleobase metabolic process;GO:0044206//UMP salvage;GO:0044211//CTP salvageK05351 NP_592968.1//uridine kinase (predicted) [Schizosaccharomyces pombe 972h-]putative uridine kinase (SPAC227.14), mRNA
2539515 NM_001022815.211.27 9.16 4.46 SPCC4G3.16GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0008835//diaminohydroxyphosphoribosylaminopyrimidine deaminase activity;GO:0046872//metal ion binding;GO:0003824//catalytic activity;GO:0009982//pseudouridine synthase activityGO:0031119//tRNA pseudouridine synthesis;GO:0009231//riboflavin biosynthetic processK14655 NP_587822.1//bifunctional CMP deaminase family methyltransferase/riboflavin-specific deaminase [Schizosaccharomyces pombe 972h-]bifunctional CMP deaminase family methyltransferase/riboflavin-specific deaminase (SPCC4G3.16), mRNA
2539800 NM_001022629.232.71 30.99 13.62 SPBC1347.13cGO:0005783//endoplasmic reticulum;GO:0005739//mitochondrionGO:0008989//rRNA (guanine-N1-)-methyltransferase activity;GO:0003723//RNA binding;GO:0070039//rRNA (guanosine-2'-O-)-methyltransferase activity;GO:0008173//RNA methyltransferase activityGO:0006396//RNA processing;GO:0031167//rRNA methylation;GO:0000453//enzyme-directed rRNA 2'-O-methylationK15507//21S rRNA (GM2251-2'-O)-methyltransferase [EC:2.1.1.-]NP_596705.1//ribose methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative ribose methyltransferase (SPBC1347.13c), partial mRNA
2540746 NM_001022534.228.17 30.33 10.44 SPBC211.03cGO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membraneGO:0005319//lipid transporter activity;GO:0005086//ARF guanyl-nucleotide exchange factor activityGO:0043001//Golgi to plasma membrane protein transport;GO:0030036//actin cytoskeleton organization;GO:0032012//regulation of ARF protein signal transduction;GO:0006888//ER to Golgi vesicle-mediated transportK18443//golgi-specific brefeldin A-resistance guanine nucleotide exchange factor 1NP_596613.1//guanyl-nucleotide exchange factor (predicted) [Schizosaccharomyces pombe 972h-]putative guanyl-nucleotide exchange factor (SPBC211.03c), mRNA
3361193 NM_001021885.231.79 36.54 26.63 SPBC19G7.18cGO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA NA NA NP_001018812.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC19G7.18c), mRNA
2543078 NM_001018328.231.07 30.34 9.06 dcc1 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0031390//Ctf18 RFC-like complex;GO:0051286//cell tip;GO:0000785//chromatin;GO:0030428//cell septum;GO:0000775//chromosome, centromeric region;GO:0032153//cell division site;GO:0051285//cell cortex of cell tip;GO:0005829//cytosol;GO:0043234//protein complexGO:0003677//DNA bindingGO:0034088//maintenance of mitotic sister chromatid cohesion;GO:0006260//DNA replication;GO:0070647//protein modification by small protein conjugation or removal;GO:0006275//regulation of DNA replication;GO:0007064//mitotic sister chromatid cohesionK15361//WD repeat-containing protein 48;K11271//sister chromatid cohesion protein DCC1NP_592927.2//Ctf18 RFC-like complex subunit Dcc1 [Schizosaccharomyces pombe 972h-]Ctf18 RFC-like complex subunit Dcc1 (dcc1), mRNA
2541298 NM_001021729.225.84 25.64 13.1 orc4 GO:0031261//DNA replication preinitiation complex;GO:0005634//nucleus;GO:0000785//chromatin;GO:0005656//nuclear pre-replicative complex;GO:0005664//nuclear origin of replication recognition complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003688//DNA replication origin binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0016887//ATPase activityGO:1902597//positive regulation of DNA replication origin binding;GO:0006355//regulation of transcription, DNA-templated;GO:1902975//mitotic DNA replication initiation;GO:0006270//DNA replication initiation;GO:0006265//DNA topological changeK02606//origin recognition complex subunit 4NP_595825.1//origin recognition complex subunit Orc4 [Schizosaccharomyces pombe 972h-]origin recognition complex subunit Orc4 (orc4), mRNA
2540822 NM_001021755.230.98 27.45 168.71 iki1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0033588//Elongator holoenzyme complexNA GO:0002098//tRNA wobble uridine modification;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK11376 NP_595851.1//elongator complex subunit Iki1 (predicted) [Schizosaccharomyces pombe 972h-]putative elongator complex subunit Iki1 (iki1), mRNA

NR_150054.1 NR_150054.1 27.75 33.37 125.67 NA GO:0005634//nucleus;GO:0005720//nuclear heterochromatin;GO:0034507//chromosome, centromeric outer repeat regionGO:0046872//metal ion binding;GO:0051864//histone demethylase activity (H3-K36 specific)GO:0090054//regulation of chromatin silencing at silent mating-type cassette;GO:0006338//chromatin remodeling;GO:0031454//regulation of extent of heterochromatin assembly;GO:0006351//transcription, DNA-templated;GO:0001672//regulation of chromatin assembly or disassembly;GO:0033696//negative regulation of extent of heterochromatin assembly;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0090052//regulation of chromatin silencing at centromereK10276//F-box and leucine-rich repeat protein 10/11 [EC:1.14.11.27]NP_588188.1//Jmjc domain chromatin associated protein Epe1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1196), miscRNA
2542941 NM_001019039.233.88 35.66 13.91 SPAC3C7.07cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004057//arginyltransferase activityGO:0016598//protein arginylationK00685//arginyl-tRNA---protein transferase [EC:2.3.2.8]NP_593608.2//arginine-tRNA protein transferase (predicted) [Schizosaccharomyces pombe 972h-]putative arginine-tRNA--protein transferase (SPAC3C7.07c), mRNA
2540181 NM_001021043.227.43 26.49 10.78 SPBC1271.15cGO:0005622//intracellular;GO:0005739//mitochondrionGO:0003743//translation initiation factor activity;GO:0003723//RNA binding;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0070124//mitochondrial translational initiationK02519//translation initiation factor IF-2NP_595135.1//mitochondrial translation initiation factor IF-2Mt (predicted) [Schizosaccharomyces pombe 972h-]putative translation initiation factor IF-2Mt (SPBC1271.15c), mRNA
2539143 NM_001022878.230.79 30.88 14.24 SPCC1183.03cGO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0051537//2 iron, 2 sulfur cluster binding;GO:0005506//iron ion binding;GO:0003746//translation elongation factor activity;GO:0008199//ferric iron binding;GO:0034986//iron chaperone activity;GO:0004322//ferroxidase activity;GO:0016740//transferase activity;GO:0008198//ferrous iron bindingGO:0006879//cellular iron ion homeostasis;GO:0002181//cytoplasmic translation;GO:0006811//ion transport;GO:0007005//mitochondrion organization;GO:0006783//heme biosynthetic process;GO:0016226//iron-sulfur cluster assembly;GO:0006749//glutathione metabolic process;GO:0034599//cellular response to oxidative stress;GO:0018283//iron incorporation into metallo-sulfur clusterK19054//frataxin [EC:1.16.3.1];K03233//elongation factor 1-gammaNP_587885.1//glutathione S-transferase (predicted) [Schizosaccharomyces pombe 972h-]frataxin (SPCC1183.03c), mRNA
2541813 NM_001018384.233.45 31.12 20.31 SPAC2F7.14cGO:0005634//nucleus;GO:0000176//nuclear exosome (RNase complex);GO:0005829//cytosol;GO:0000177//cytoplasmic exosome (RNase complex);GO:0000178//exosome (RNase complex)GO:0003723//RNA bindingGO:0043928//exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:0034661//ncRNA catabolic process;GO:0034427//nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0071034//CUT catabolic process;GO:0071049//nuclear retention of pre-mRNA with aberrant 3'-ends at the site of transcription;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070651//nonfunctional rRNA decay;GO:0071051//polyadenylation-dependent snoRNA 3'-end processing;GO:0034475//U4 snRNA 3'-end processing;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic process;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic processK03679//exosome complex component RRP4NP_592984.1//exosome subunit Rrp4 (predicted) [Schizosaccharomyces pombe 972h-]putative exosome subunit Rrp4 (SPAC2F7.14c), mRNA
2541707 NM_001019988.229.47 30.82 39.76 pof11 GO:0043234//protein complex;GO:0005829//cytosol;GO:0019005//SCF ubiquitin ligase complexGO:0030674//protein binding, bridgingGO:0051321//meiotic cell cycle;GO:0031146//SCF-dependent proteasomal ubiquitin-dependent protein catabolic processK03362//F-box and WD-40 domain protein 1/11NP_594559.1//F-box protein Pof11 [Schizosaccharomyces pombe 972h-]F-box protein Pof11 (pof11), mRNA
2542222 NM_001019445.2 31 33.53 50.12 sde2 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complex;GO:0034507//chromosome, centromeric outer repeat regionNA GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0006348//chromatin silencing at telomere;GO:0007049//cell cycleK19829 NP_594019.1//hypothetical protein SPAC31G5.18c [Schizosaccharomyces pombe 972h-]silencing defective protein sde2 (sde2), mRNA
2543219 NM_001018620.222.36 20.19 13.37 rrp8 GO:0030686//90S preribosome;GO:0005634//nucleus;GO:0005730//nucleolusGO:0008168//methyltransferase activity;GO:0016433//rRNA (adenine) methyltransferase activityGO:0031167//rRNA methylation;GO:0006364//rRNA processing;GO:0042273//ribosomal large subunit biogenesisK14850//ribosomal RNA-processing protein 8 [EC:2.1.1.287]NP_593223.1//rRNA methyltransferase Rrp8 (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA methyltransferase Rrp8 (rrp8), mRNA
2542766 NM_001019722.329.87 26.71 14.38 SPAC15A10.12cGO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosolNA GO:0006888//ER to Golgi vesicle-mediated transportK20301//trafficking protein particle complex subunit 2NP_594299.2//TRAPP complex subunit 2-like (predicted) [Schizosaccharomyces pombe 972h-]putative TRAPP complex subunit 2-like protein (SPAC15A10.12c), mRNA
2541847 NM_001019178.226.68 22.57 10.82 alp21 GO:1990727//tubulin folding cofactor complex;GO:0005634//nucleus;GO:0005874//microtubule;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0007021//tubulin complex assemblyK21768//tubulin-specific chaperone ENP_593747.1//tubulin specific chaperone cofactor E [Schizosaccharomyces pombe 972h-]tubulin-specific chaperone cofactor E (alp21), mRNA
2539116 NM_001023004.231.67 30.21 20.31 SPCC24B10.10cGO:0005634//nucleus;GO:0005739//mitochondrion;GO:0005741//mitochondrial outer membraneGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0045041//protein import into mitochondrial intermembrane spaceK12196//vacuolar protein-sorting-associated protein 4;K01509//adenosinetriphosphatase [EC:3.6.1.3]NP_588013.1//mitochondrial outer membrane ATPase Msp1 (predicted) [Schizosaccharomyces pombe 972h-]putative ATPase Msp1 (SPCC24B10.10c), mRNA
2539916 NM_001021623.227.48 23.56 24.34 mtr10 GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008536//Ran GTPase binding;GO:0008565//protein transporter activity;GO:0008139//nuclear localization sequence bindingGO:0006886//intracellular protein transport;GO:0006609//mRNA-binding (hnRNP) protein import into nucleus;GO:0006606//protein import into nucleus;GO:0006404//RNA import into nucleus;GO:0051031//tRNA transportK15436//transportin-3NP_595725.2//karyopherin, nuclear import receptor Mtr10 (predicted) [Schizosaccharomyces pombe 972h-]putative karyopherin Mtr10 (mtr10), mRNA
2539084 NM_001022937.226.27 27.89 24.74 SPCC1020.13cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004620//phospholipase activity;GO:0046872//metal ion bindingGO:0044242//cellular lipid catabolic processNA NP_587946.1//DDHD family phospholipase (predicted) [Schizosaccharomyces pombe 972h-]putative DDHD family phospholipase (SPCC1020.13c), mRNA
2543382 NM_001020249.233.55 28.44 17.43 alp7 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:1990498//mitotic spindle microtubule;GO:0015630//microtubule cytoskeleton;GO:0005881//cytoplasmic microtubule;GO:0000942//condensed nuclear chromosome outer kinetochore;GO:0099070//static microtubule bundle;GO:0005737//cytoplasm;GO:0000778//condensed nuclear chromosome kinetochore;GO:0070850//TACC/TOG complexGO:0003684//damaged DNA bindingGO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0000132//establishment of mitotic spindle orientation;GO:0006281//DNA repair;GO:0061805//mitotic spindle elongation during mitotic anaphase;GO:0061804//mitotic spindle elongation during mitotic prophase;GO:0090307//mitotic spindle assembly;GO:0030953//astral microtubule organization;GO:0031122//cytoplasmic microtubule organizationK20361;K12575NP_594820.1//microtubule protein [Schizosaccharomyces pombe 972h-]microtubule protein (alp7), mRNA
2542788 NM_001019724.230.41 29.35 13.87 sgo2 GO:0005634//nucleus;GO:0000778//condensed nuclear chromosome kinetochore;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0000775//chromosome, centromeric region;GO:0005737//cytoplasm;GO:0005720//nuclear heterochromatinNA GO:0000070//mitotic sister chromatid segregation;GO:0072356//chromosome passenger complex localization to kinetochore;GO:0045143//homologous chromosome segregation;GO:0051301//cell division;GO:0045132//meiotic chromosome segregationK20361;K11582;K10438NP_594301.1//inner centromere protein, shugoshin Sgo2 [Schizosaccharomyces pombe 972h-]shugoshin Sgo2 (sgo2), mRNA
2541836 NM_001018181.219.85 26.77 16.39 SPAC977.09cGO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0009897//external side of plasma membrane;GO:0005737//cytoplasm;GO:0009277//fungal-type cell wall;GO:0005829//cytosol;GO:0005576//extracellular region;GO:0005886//plasma membrane;GO:0042597//periplasmic spaceGO:0004620//phospholipase activity;GO:0004622//lysophospholipase activityGO:0009395//phospholipid catabolic process;GO:0006650//glycerophospholipid metabolic process;GO:0046475//glycerophospholipid catabolic processK13333 NP_592772.1//phospholipase (predicted) [Schizosaccharomyces pombe 972h-]putative phospholipase (SPAC977.09c), mRNA
2542099 NM_001018341.238.95 33.23 11.16 uba3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0019781//NEDD8 activating enzyme activity;GO:0005524//ATP binding;GO:0016881//acid-amino acid ligase activityGO:0045116//protein neddylationK10686//ubiquitin-activating enzyme E1 C [EC:6.2.1.45]NP_592940.1//NEDD8 activating enzyme [Schizosaccharomyces pombe 972h-]NEDD8-activating enzyme uba3 (uba3), mRNA
9406967 NM_001355829.142.79 35.04 42.54 pet117 GO:0005739//mitochondrionNA GO:0033617//mitochondrial respiratory chain complex IV assemblyK18188//protein PET117XP_002788942.1//Pet117 cytochrome c oxidase assembly protein [Schizosaccharomyces pombe 972h-]putative Pet117 cytochrome c oxidase assemby protein (pet117), mRNA
2539851 NM_001021327.229.3 29.93 12.14 SPBC1734.03GO:0005740//mitochondrial envelope;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0016301//kinase activity;GO:0004156//dihydropteroate synthase activity;GO:0004150//dihydroneopterin aldolase activity;GO:0102083//7,8-dihydromonapterin aldolase activity;GO:0003848//2-amino-4-hydroxy-6-hydroxymethyldihydropteridine diphosphokinase activityGO:0046654//tetrahydrofolate biosynthetic process;GO:0046656//folic acid biosynthetic process;GO:0009396//folic acid-containing compound biosynthetic processK13939 NP_595420.2//folic acid synthesis protein [Schizosaccharomyces pombe 972h-]folic acid synthesis protein (SPBC1734.03), mRNA

NR_150229.1 NR_150229.1 34.79 27.91 40.84 NA GO:0005634//nucleus;GO:0005730//nucleolusNA GO:0000055//ribosomal large subunit export from nucleus;GO:0007089//traversing start control point of mitotic cell cycle;GO:0030036//actin cytoskeleton organization;GO:0042273//ribosomal large subunit biogenesisK14856//protein SDA1NP_595163.1//SDA1 family protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1354), miscRNA
2539750 NM_001022662.232.34 30.6 27.36 SPBC14F5.10cGO:0005829//cytosol;GO:0005622//intracellularGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activity;GO:0031624//ubiquitin conjugating enzyme bindingGO:0032436//positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0000209//protein polyubiquitinationK13346//peroxin-10;K15711//SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A3 [EC:3.6.4.- 2.3.2.27]NP_596736.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPBC14F5.10c), mRNA
2542337 NM_001019644.225.18 26.53 13.97 scd1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0051286//cell tip;GO:0043332//mating projection tip;GO:0032153//cell division site;GO:0051285//cell cortex of cell tip;GO:0071521//Cdc42 GTPase complex;GO:0032154//cleavage furrow;GO:0030427//site of polarized growth;GO:0005829//cytosol;GO:0000935//division septum;GO:1902716//cell cortex of growing cell tip;GO:0090726//cortical dynamic polarity patchGO:0005089//Rho guanyl-nucleotide exchange factor activityGO:0032488//Cdc42 protein signal transduction;GO:0000747//conjugation with cellular fusion;GO:0032955//regulation of division septum assembly;GO:2000769//regulation of establishment or maintenance of cell polarity regulating cell shape;GO:0030100//regulation of endocytosis;GO:0031139//positive regulation of conjugation with cellular fusion;GO:0032005//signal transduction involved in conjugation with cellular fusion;GO:1902432//protein localization to division septum;GO:0060236//regulation of mitotic spindle organization;GO:1901891//regulation of cell septum assembly;GO:0035023//regulation of Rho protein signal transduction;GO:0000917//division septum assemblyK11236 NP_594221.1//RhoGEF Scd1 [Schizosaccharomyces pombe 972h-]RhoGEF Scd1 (scd1), mRNA
2538759 NM_001022933.236.51 35.95 24.86 SPCC14G10.01GO:1990143//CoA-synthesizing protein complex;GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0005811//lipid droplet;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004140//dephospho-CoA kinase activityGO:0015937//coenzyme A biosynthetic processK00859//dephospho-CoA kinase [EC:2.7.1.24]NP_587942.1//dephospho-CoA kinase (predicted) [Schizosaccharomyces pombe 972h-]putative dephospho-CoA kinase (SPCC14G10.01), mRNA
3361547 NM_001018764.224.67 18.52 8.57 SPAC3A12.19GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK17422//large subunit ribosomal protein L41NP_001018233.1//mitochondrial ribosomal protein subunit L27 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L27 (SPAC3A12.19), mRNA
2540796 NM_001021712.232.94 25.88 25.73 SPBC1A4.07cGO:0072686//mitotic spindle;GO:0080008//Cul4-RING E3 ubiquitin ligase complex;GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0030515//snoRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingK11806//WD repeat and SOF domain-containing protein 1NP_595809.1//U3 snoRNP-associated protein Sof1 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Sof1 (SPBC1A4.07c), mRNA
2539112 NM_001023358.230.1 29.23 25.17 SPCC737.05 GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0017109//glutamate-cysteine ligase complex;GO:0005778//peroxisomal membraneGO:0035226//glutamate-cysteine ligase catalytic subunit binding;GO:0030234//enzyme regulator activity;GO:0016874//ligase activity;GO:1990609//glutamate-cysteine ligase regulator activityGO:0007031//peroxisome organization;GO:1990748//cellular detoxification;GO:0035229//positive regulation of glutamate-cysteine ligase activity;GO:0006750//glutathione biosynthetic processK11205//glutamate--cysteine ligase regulatory subunitNP_588367.1//peroxin Pex28/29 (predicted) [Schizosaccharomyces pombe 972h-]putative peroxin Pex28/29 (SPCC737.05), mRNA
2543514 NM_001020387.226.52 24.06 23.44 pop2 GO:0043234//protein complex;GO:0005635//nuclear envelope;GO:0005737//cytoplasm;GO:0019005//SCF ubiquitin ligase complexGO:0030674//protein binding, bridgingGO:0006511//ubiquitin-dependent protein catabolic process;GO:0070647//protein modification by small protein conjugation or removal;GO:1903467//negative regulation of mitotic DNA replication initiationK03361 NP_594956.1//F-box/WD repeat protein Pop2 [Schizosaccharomyces pombe 972h-]F-box/WD repeat protein Pop2 (pop2), mRNA
2542659 NM_001019897.232.17 27.73 20.81 SPAC25B8.08GO:0005794//Golgi apparatus;GO:0005737//cytoplasmNA NA K06867//uncharacterized proteinNP_594468.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC25B8.08), partial mRNA
2542214 NM_001019394.228.66 24.18 12.34 SPACUNK4.11cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0000176//nuclear exosome (RNase complex)NA GO:0000460//maturation of 5.8S rRNA;GO:0071028//nuclear mRNA surveillance;GO:0043633//polyadenylation-dependent RNA catabolic processK12593//M-phase phosphoprotein 6, animal typeNP_593967.1//M-phase phosphoprotein 6 family protein [Schizosaccharomyces pombe 972h-]M-phase phosphoprotein 6 family protein (SPACUNK4.11c), mRNA
2540248 NM_001022041.238.05 37.5 8.52 efc25 GO:0005829//cytosol;GO:0005622//intracellularGO:0005088//Ras guanyl-nucleotide exchange factor activity;GO:0005085//guanyl-nucleotide exchange factor activityGO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0007059//chromosome segregation;GO:0007264//small GTPase mediated signal transductionK03099//son of sevenlessNP_596123.1//Ras guanine nucleotide exchange factor efc25 [Schizosaccharomyces pombe 972h-]Ras guanine nucleotide exchange factor efc25 (efc25), mRNA
2539408 NM_001023430.230.25 27.3 10.07 mhf2 GO:0000812//Swr1 complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0043240//Fanconi anaemia nuclear complex;GO:0071821//FANCM-MHF complex;GO:0000775//chromosome, centromeric region;GO:0005737//cytoplasmGO:0004164//diphthine synthase activity;GO:0003690//double-stranded DNA bindingGO:0006338//chromatin remodeling;GO:0000712//resolution of meiotic recombination intermediates;GO:0006281//DNA repair;GO:0006355//regulation of transcription, DNA-templated;GO:0043486//histone exchange;GO:0006351//transcription, DNA-templated;GO:2000765//regulation of cytoplasmic translation;GO:0017183//peptidyl-diphthamide biosynthetic process from peptidyl-histidine;GO:0016569//covalent chromatin modification;GO:0031297//replication fork processing;GO:0051382//kinetochore assemblyK00586//diphthine methyl ester synthase [EC:2.1.1.314]NP_588440.1//Swr1 complex subunit Swc5 [Schizosaccharomyces pombe 972h-]FANCM-MHF complex subunit Mhf2 (mhf2), mRNA
2541837 NM_001018639.233.47 33.79 26 SPAC22A12.12cGO:0005730//nucleolus;GO:0000176//nuclear exosome (RNase complex);GO:0000177//cytoplasmic exosome (RNase complex);GO:0000178//exosome (RNase complex)GO:0003723//RNA binding;GO:0030145//manganese ion bindingGO:0043928//exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:0034661//ncRNA catabolic process;GO:0034427//nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0071034//CUT catabolic process;GO:0071049//nuclear retention of pre-mRNA with aberrant 3'-ends at the site of transcription;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070651//nonfunctional rRNA decay;GO:0071051//polyadenylation-dependent snoRNA 3'-end processing;GO:0034475//U4 snRNA 3'-end processing;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic process;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic processK03681//exosome complex component RRP40NP_593242.1//exosome subunit Rrp40 (predicted) [Schizosaccharomyces pombe 972h-]putative exosome subunit Rrp40 (SPAC22A12.12c), mRNA
2539291 NM_001022680.232.85 29.63 29.82 vph2 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:1990871//Vma12-Vma22 assembly complexNA GO:0070070//proton-transporting V-type ATPase complex assembly;GO:0070072//vacuolar proton-transporting V-type ATPase complex assembly;GO:0007035//vacuolar acidificationNA NP_587685.2//endoplasmic reticulum membrane protein involved in assembly of the V-ATPase (predicted) [Schizosaccharomyces pombe 972h-]putative V-ATPase assembly protein (vph2), mRNA
2539105 NM_001023406.249.72 60.04 19.03 cti1 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0000176//nuclear exosome (RNase complex);GO:0005829//cytosol;GO:0000178//exosome (RNase complex)GO:0003723//RNA bindingGO:0031123//RNA 3'-end processing;GO:0034661//ncRNA catabolic process;GO:0016180//snRNA processing;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0000460//maturation of 5.8S rRNA;GO:0070651//nonfunctional rRNA decay;GO:0043144//snoRNA processing;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic process;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic process;GO:0000956//nuclear-transcribed mRNA catabolic processK12592//exosome complex protein LRP1NP_588415.1//Cut3 interacting protein Cti1, predicted exosome subunit [Schizosaccharomyces pombe 972h-]Cut3-interacting putative exosome subunit Cti1 (cti1), mRNA
2543123 NM_001018871.232.42 34.27 28.45 SPAC343.17cGO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0031464//Cul4A-RING E3 ubiquitin ligase complex;GO:0043234//protein complex;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0004409//homoaconitate hydratase activity;GO:0051539//4 iron, 4 sulfur cluster bindingGO:0006536//glutamate metabolic process;GO:1903775//regulation of DNA double-strand break processing;GO:0009085//lysine biosynthetic process;GO:2001173//regulation of histone H2B conserved C-terminal lysine ubiquitination;GO:0019878//lysine biosynthetic process via aminoadipic acidK01705 NP_593437.1//homoaconitate hydratase Lys2 [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (SPAC343.17c), mRNA
2538956 NM_001022799.237.99 34.89 6.36 laf2 GO:0005634//nucleus;GO:0070461//SAGA-type complex;GO:0032221//Rpd3S complex;GO:1990483//Clr6 histone deacetylase complex I'';GO:0070210//Rpd3L-Expanded complexGO:0003677//DNA binding;GO:0003713//transcription coactivator activity;GO:0003682//chromatin binding;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0035066//positive regulation of histone acetylation;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylation;GO:0016575//histone deacetylationK11314//transcriptional adapter 2-alphaNP_587806.1//Clr6 associated factor 2, Laf2 [Schizosaccharomyces pombe 972h-]Clr6-associated factor 2 Laf2 (laf2), mRNA
2538943 NM_001023029.228.86 30.38 10.95 SPCC1795.07GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrion;GO:0015935//small ribosomal subunit;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0016740//transferase activity;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0007127//meiosis I;GO:0006281//DNA repair;GO:0032543//mitochondrial translation;GO:0006355//regulation of transcription, DNA-templated;GO:0006412//translation;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylationK11397;K02952NP_588036.2//NuA4 histone acetyltransferase complex subunit Vid21 [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S37 (SPCC1795.07), mRNA
2542665 NM_001018656.228.36 27.13 11.85 nht1 GO:0005634//nucleus;GO:0031011//Ino80 complexGO:0003677//DNA binding;GO:0045027//DNA end bindingGO:0042766//nucleosome mobilization;GO:0060303//regulation of nucleosome density;GO:0006281//DNA repair;GO:0043044//ATP-dependent chromatin remodelingK11680//non-histone protein 10NP_593259.1//Ino80 complex HMG box protein Nht1 [Schizosaccharomyces pombe 972h-]Ino80 complex HMG box protein Nht1 (nht1), partial mRNA
2540453 NM_001021590.224.83 24.55 18.73 prp38 GO:0005634//nucleus;GO:0005829//cytosol;GO:0071011//precatalytic spliceosome;GO:0046540//U4/U6 x U5 tri-snRNP complexNA GO:0045292//mRNA cis splicing, via spliceosomeK12849//pre-mRNA-splicing factor 38ANP_595693.1//U4/U6 x U5 tri-snRNP complex subunit Prp38 (predicted) [Schizosaccharomyces pombe 972h-]putative U4/U5/U6 small nuclear ribonucleoprotein complex subunit PRP38 (prp38), mRNA
2539553 NM_001023071.226.29 12.43 0 SPCC4B3.11cGO:0005739//mitochondrionNA GO:0097428//protein maturation by iron-sulfur cluster transferK22075//BolA-like protein 3NP_588079.1//mitochondrial conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC4B3.11c), partial mRNA
2539633 NM_001021992.329.76 31.42 21.38 mot1 GO:0000228//nuclear chromosome;GO:0005634//nucleusGO:0005319//lipid transporter activity;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0017025//TBP-class protein binding;GO:0004386//helicase activity;GO:0016887//ATPase activityGO:0045892//negative regulation of transcription, DNA-templated;GO:0045898//regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0006355//regulation of transcription, DNA-templated;GO:0042790//transcription of nuclear large rRNA transcript from RNA polymerase I promoter;GO:0006364//rRNA processing;GO:0006366//transcription from RNA polymerase II promoterK15192//TATA-binding protein-associated factor [EC:3.6.4.-]NP_596080.2//TATA-binding protein associated factor Mot1 (predicted) [Schizosaccharomyces pombe 972h-]putative TATA-binding protein-associated factor Mot1 (mot1), mRNA
2543287 NM_001020007.226.56 29.58 14.14 SPAC9E9.05 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004795//threonine synthase activity;GO:0030170//pyridoxal phosphate bindingGO:0009088//threonine biosynthetic process;GO:0016311//dephosphorylationK01733//threonine synthase [EC:4.2.3.1]NP_594578.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC9E9.05), mRNA
2542865 NM_001020091.237.77 31.34 10.57 SPAC144.01 GO:0005730//nucleolusNA NA NA NP_594662.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC144.01), mRNA
2540504 NM_001356255.129.4 30.5 18.73 dip1 GO:0005856//cytoskeleton;GO:0005634//nucleus;GO:0051286//cell tip;GO:0043332//mating projection tip;GO:0030428//cell septum;GO:0032153//cell division site;GO:0030479//actin cortical patch;GO:0005829//cytosolNA GO:0000147//actin cortical patch assembly;GO:0044379//protein localization to actin cortical patch;GO:0006897//endocytosis;GO:0051666//actin cortical patch localization;GO:0044397//actin cortical patch internalizationK12600//superkiller protein 3NP_595964.1//protein dip1 [Schizosaccharomyces pombe 972h-]WISH/DIP/SPIN90 ortholog Dip1 (dip1), mRNA
2542144 NM_001019340.221.29 17.76 9.42 rif1 GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0005730//nucleolus;GO:0000783//nuclear telomere cap complex;GO:0000790//nuclear chromatinGO:0051880//G-quadruplex DNA bindingGO:0101018//negative regulation of mitotic DNA replication initiation from late origin;GO:0070203//regulation of establishment of protein localization to telomere;GO:0007049//cell cycle;GO:0000723//telomere maintenanceK11118 NP_593910.2//telomere length regulator protein Rif1 [Schizosaccharomyces pombe 972h-]telomere length regulator Rif1 (rif1), mRNA
2539861 NM_001023825.218.03 19.71 16.58 vps10 GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0031902//late endosome membrane;GO:0016021//integral component of membraneGO:0005048//signal sequence binding;GO:0000166//nucleotide bindingGO:0006896//Golgi to vacuole transport;GO:0006623//protein targeting to vacuole;GO:0006895//Golgi to endosome transport;GO:0015031//protein transportNA NP_596804.1//vacuolar protein sorting receptor vps10 [Schizosaccharomyces pombe 972h-]vacuolar protein sorting receptor vps10 (vps10), mRNA
2540662 NM_001356257.128.46 30.07 33.67 SPBC19G7.02GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016829//lyase activity;GO:0008696//4-amino-4-deoxychorismate lyase activityGO:0008152//metabolic process;GO:0046654//tetrahydrofolate biosynthetic process;GO:0046656//folic acid biosynthetic process;GO:0008153//para-aminobenzoic acid biosynthetic processNA NP_595968.1//4-amino-4-deoxychorismate lyase (predicted) [Schizosaccharomyces pombe 972h-]putative 4-amino-4-deoxychorismate lyase (SPBC19G7.02), mRNA
2538713 NM_001022795.218.4 16.63 6.98 SPCC1682.09cGO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0001409//guanine nucleotide transmembrane transporter activityGO:0006879//cellular iron ion homeostasis;GO:0000002//mitochondrial genome maintenanceK15100//solute carrier family 25 (mitochondrial citrate transporter), member 1XP_013025314.1//guanine nucleotide transporter [Schizosaccharomyces cryophilus OY26]putative guanine nucleotide transporter (SPCC1682.09c), mRNA
2539799 NM_001021069.244.37 39.98 21.41 plg7 GO:0005634//nucleus;GO:0005829//cytosolGO:0003847//1-alkyl-2-acetylglycerophosphocholine esterase activityGO:0009395//phospholipid catabolic process;GO:0034599//cellular response to oxidative stressK01062//platelet-activating factor acetylhydrolase [EC:3.1.1.47]NP_595160.1//1-alkyl-2-acetylglycerophosphocholine esterase [Schizosaccharomyces pombe 972h-]1-alkyl-2-acetylglycerophosphocholine esterase (plg7), mRNA

14217272 NM_001355909.128.18 29.06 10.58 cmc2 GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0005507//copper ion bindingGO:0033617//mitochondrial respiratory chain complex IV assemblyK18171//COX assembly mitochondrial protein 1XP_004001748.1//cytochrome c oxidase biogenesis protein cmc2 [Schizosaccharomyces pombe 972h-]cytochrome c oxidase biogenesis protein cmc2 (cmc2), partial mRNA
2543457 NM_001018978.227.95 24.95 10.05 mug151 GO:0005634//nucleusNA GO:0006355//regulation of transcription, DNA-templated;GO:0051321//meiotic cell cycleNA NP_593545.1//hypothetical protein SPAC3H1.03 [Schizosaccharomyces pombe 972h-]putative transcriptional regulator HCNGP-like protein (mug151), mRNA
2541370 NM_001022435.233.12 36.69 23.24 set6 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0046872//metal ion binding;GO:0008168//methyltransferase activity;GO:0018024//histone-lysine N-methyltransferase activityNA K11426//SET and MYND domain-containing proteinNP_596514.1//histone lysine methyltransferase Set6 (predicted) [Schizosaccharomyces pombe 972h-]putative histone lysine methyltransferase Set6 (set6), mRNA
2539017 NM_001023144.225.6 28.55 26.27 cog4 GO:0005634//nucleus;GO:0051286//cell tip;GO:0017119//Golgi transport complex;GO:0032153//cell division site;GO:0000139//Golgi membraneNA GO:0006886//intracellular protein transport;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0048213//Golgi vesicle prefusion complex stabilization;GO:0007030//Golgi organization;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0000301//retrograde transport, vesicle recycling within GolgiK20291//conserved oligomeric Golgi complex subunit 4NP_588155.1//Golgi transport complex subunit Cog4 (predicted) [Schizosaccharomyces pombe 972h-]putative COG complex subunit Cog4 (cog4), mRNA
2540620 NM_001021388.227.65 27.98 16.09 mcm2 GO:0071162//CMG complex;GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005737//cytoplasm;GO:0000790//nuclear chromatin;GO:0031261//DNA replication preinitiation complex;GO:0031298//replication fork protection complex;GO:0042555//MCM complex;GO:0005656//nuclear pre-replicative complex;GO:0043596//nuclear replication forkGO:0003688//DNA replication origin binding;GO:0003697//single-stranded DNA binding;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0003682//chromatin binding;GO:0017116//single-stranded DNA-dependent ATP-dependent DNA helicase activity;GO:0003678//DNA helicase activityGO:0006279//premeiotic DNA replication;GO:0006267//pre-replicative complex assembly involved in nuclear cell cycle DNA replication;GO:0000727//double-strand break repair via break-induced replication;GO:0051097//negative regulation of helicase activity;GO:1902975//mitotic DNA replication initiation;GO:1902450//negative regulation of ATP-dependent DNA helicase activity;GO:0006271//DNA strand elongation involved in DNA replicationK02540//DNA replication licensing factor MCM2 [EC:3.6.4.12]NP_595477.1//MCM complex subunit Mcm2 [Schizosaccharomyces pombe 972h-]MCM complex subunit Mcm2 (mcm2), mRNA
2541288 NM_001021286.227.87 27.91 10.5 SPBP35G2.04cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0016021//integral component of membraneNA NA NA NP_595379.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBP35G2.04c), partial mRNA
2542924 NM_001020064.231.05 27.63 7.53 SPAC12B10.04GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016787//hydrolase activity;GO:0005524//ATP binding;GO:0016874//ligase activity;GO:0004835//tubulin-tyrosine ligase activityGO:0000226//microtubule cytoskeleton organization;GO:0006464//cellular protein modification process;GO:0018166//C-terminal protein-tyrosinylationNA NP_594636.1//tubulin-tyrosine ligase (predicted) [Schizosaccharomyces pombe 972h-]putative tubulin-tyrosine ligase (SPAC12B10.04), mRNA
2540639 NM_001021762.225.46 22.75 10.66 edc3 GO:0010494//cytoplasmic stress granule;GO:0005739//mitochondrion;GO:0000932//P-body;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0003729//mRNA binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0016491//oxidoreductase activityGO:0031087//deadenylation-independent decapping of nuclear-transcribed mRNA;GO:0033962//cytoplasmic mRNA processing body assemblyK03942//NADH dehydrogenase (ubiquinone) flavoprotein 1 [EC:1.6.5.3 1.6.99.3];K12615//enhancer of mRNA-decapping protein 3NP_595858.1//enhancer of mRNA decapping Edc3 (predicted) [Schizosaccharomyces pombe 972h-]putative mRNA-decapping enhancer Edc3 (edc3), mRNA
2539758 NM_001023839.228.1 28.76 22.58 cog3 GO:0016020//membrane;GO:0017119//Golgi transport complex;GO:0005737//cytoplasm;GO:0005801//cis-Golgi network;GO:0032153//cell division site;GO:0000139//Golgi membraneGO:0008565//protein transporter activityGO:0006886//intracellular protein transport;GO:0007030//Golgi organization;GO:0006891//intra-Golgi vesicle-mediated transportK20290//conserved oligomeric Golgi complex subunit 3NP_596819.1//Golgi transport complex subunit Cog3 (predicted) [Schizosaccharomyces pombe 972h-]putative COG complex subunit Cog3 (cog3), mRNA
2542621 NM_001018218.226.58 26.9 48.93 SPAC5H10.05cGO:0005634//nucleus;GO:0005829//cytosolGO:0052690//trichloro-p-hydroquinone reductive dehalogenase activity;GO:0010181//FMN binding;GO:0018548//pentaerythritol trinitrate reductase activity;GO:0003959//NADPH dehydrogenase activity;GO:0016491//oxidoreductase activityGO:1990748//cellular detoxificationK00354 NP_592817.1//NADPH dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative FAD binding oxidoreductase (SPAC5H10.05c), mRNA
2541284 NM_001021175.227.32 28.89 27.61 hip4 GO:0005634//nucleus;GO:0000417//HIR complex;GO:0000790//nuclear chromatin;GO:0000775//chromosome, centromeric regionNA GO:0030466//chromatin silencing at silent mating-type cassette;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templated;GO:0006336//DNA replication-independent nucleosome assembly;GO:0070868//heterochromatin organization involved in chromatin silencing;GO:0030702//chromatin silencing at centromereNA NP_595268.1//histone promoter control protein Hip4 [Schizosaccharomyces pombe 972h-]histone promoter control protein Hip4 (hip4), mRNA
2539689 NM_001022645.230.01 32.01 17.44 mak10 GO:0005634//nucleus;GO:0005688//U6 snRNPGO:0003723//RNA binding;GO:0017069//snRNA bindingGO:0006396//RNA processing;GO:0000244//spliceosomal tri-snRNP complex assembly;GO:0000245//spliceosomal complex assemblyK20823//N-alpha-acetyltransferase 35, NatC auxiliary subunitNP_596721.1//RNA-binding protein Prp24 (predicted) [Schizosaccharomyces pombe 972h-]putative NatC N-acetyltransferase complex subunit Mak10 (mak10), mRNA
2540717 NM_001021217.231.11 30.03 17.94 mug71 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0017178//diphthine-ammonia ligase activityGO:0017183//peptidyl-diphthamide biosynthetic process from peptidyl-histidine;GO:0051321//meiotic cell cycle;GO:2000765//regulation of cytoplasmic translationK06927//diphthine-ammonia ligase [EC:6.3.1.14]NP_595310.1//endoribonuclease (predicted) [Schizosaccharomyces pombe 972h-]putative endoribonuclease (mug71), mRNA
2541214 NM_001021153.234.33 37.36 20.97 ibp1 GO:0005634//nucleus;GO:0005829//cytosolGO:0004721//phosphoprotein phosphatase activity;GO:0004725//protein tyrosine phosphatase activityGO:0051301//cell division;GO:0007049//cell cycleK18065 NP_595247.1//Cdc25 family phosphatase Ibp1 [Schizosaccharomyces pombe 972h-]Cdc25 family phosphatase Ibp1 (ibp1), mRNA
2539964 NM_001021025.222.8 24.65 21.94 SPBC1773.03cGO:0005829//cytosolGO:0008483//transaminase activity;GO:0030170//pyridoxal phosphate bindingNA K00819//ornithine--oxo-acid transaminase [EC:2.6.1.13];K00833//adenosylmethionine---8-amino-7-oxononanoate aminotransferase [EC:2.6.1.62];K10590//E3 ubiquitin-protein ligase TRIP12 [EC:2.3.2.26]NP_595118.1//aminotransferase [Schizosaccharomyces pombe 972h-]aminotransferase (SPBC1773.03c), mRNA
2542216 NM_001019219.227.55 28.08 16.24 SPAC19A8.02GO:0031965//nuclear membrane;GO:0005816//spindle pole body;GO:0032541//cortical endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005886//plasma membraneNA GO:0061817//endoplasmic reticulum-plasma membrane tetheringNA NP_593790.1//BAR and PH domain-containing protein [Schizosaccharomyces pombe 972h-]BAR and PH domain-containing protein (SPAC19A8.02), mRNA
2541653 NM_001018204.327.34 26.82 8.4 SPAC11D3.07cGO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0015238//drug transmembrane transporter activity;GO:0015297//antiporter activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0006855//drug transmembrane transportK03327//multidrug resistance protein, MATE familyNP_592804.2//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPAC11D3.07c), mRNA
2539989 NM_001023791.233.18 32.13 21.11 eaf7 GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0043189//H4/H2A histone acetyltransferase complex;GO:0000790//nuclear chromatinGO:0016740//transferase activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylationK11399;K14789//nucleolar protein 6NP_596770.1//histone acetyltransferase complex subunit Eaf7 [Schizosaccharomyces pombe 972h-]histone acetyltransferase complex subunit Eaf7 (eaf7), mRNA
2539164 NM_001022995.227.67 25.11 20.72 mcm4 GO:0071162//CMG complex;GO:0030875//rDNA protrusion;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0000790//nuclear chromatin;GO:0031261//DNA replication preinitiation complex;GO:0031298//replication fork protection complex;GO:0097373//MCM core complex;GO:0042555//MCM complex;GO:0005656//nuclear pre-replicative complex;GO:0043596//nuclear replication forkGO:0003688//DNA replication origin binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:1990518//single-stranded DNA-dependent ATP-dependent 3'-5' DNA helicase activity;GO:1990163//ATP-dependent four-way junction helicase activity;GO:0033679//3'-5' DNA/RNA helicase activity;GO:0003697//single-stranded DNA binding;GO:0003682//chromatin binding;GO:0003678//DNA helicase activity;GO:0003727//single-stranded RNA bindingGO:0006279//premeiotic DNA replication;GO:0006267//pre-replicative complex assembly involved in nuclear cell cycle DNA replication;GO:0000727//double-strand break repair via break-induced replication;GO:1902975//mitotic DNA replication initiation;GO:0006268//DNA unwinding involved in DNA replication;GO:1902450//negative regulation of ATP-dependent DNA helicase activity;GO:0006271//DNA strand elongation involved in DNA replication;GO:0048478//replication fork protectionK02212//DNA replication licensing factor MCM4 [EC:3.6.4.12]NP_588004.2//MCM complex subunit Mcm4/Cdc21 [Schizosaccharomyces pombe 972h-]MCM complex subunit Mcm4/Cdc21 (mcm4), mRNA
2540512 NM_001021737.220.11 18.72 10.2 vps71 GO:0000812//Swr1 complex;GO:0005634//nucleus;GO:0005829//cytosolGO:0031491//nucleosome binding;GO:0046872//metal ion binding;GO:0042826//histone deacetylase bindingGO:0006338//chromatin remodeling;GO:0031063//regulation of histone deacetylation;GO:0016569//covalent chromatin modification;GO:0043486//histone exchangeK11663//zinc finger HIT domain-containing protein 1NP_595833.1//Swr1 complex subunit Vps71 [Schizosaccharomyces pombe 972h-]Swr1 complex subunit Vps71 (vps71), mRNA
2540545 NM_001021872.223.35 26.09 37.32 SPBC24C6.09cGO:0005634//nucleus;GO:0005829//cytosolGO:0016832//aldehyde-lyase activityGO:0005975//carbohydrate metabolic processK01621//xylulose-5-phosphate/fructose-6-phosphate phosphoketolase [EC:4.1.2.9 4.1.2.22]NP_595963.1//phosphoketolase family protein (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoketolase family protein (SPBC24C6.09c), mRNA
2542058 NM_001018842.226.97 26.85 10.3 vps41 GO:1902500//vacuolar HOPS complex;GO:0005770//late endosome;GO:0030897//HOPS complex;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0033263//CORVET complexGO:0051020//GTPase bindingGO:0006886//intracellular protein transport;GO:0006623//protein targeting to vacuole;GO:0007033//vacuole organization;GO:0006895//Golgi to endosome transport;GO:0048278//vesicle docking;GO:0035542//regulation of SNARE complex assembly;GO:0042144//vacuole fusion, non-autophagic;GO:0045324//late endosome to vacuole transport;GO:0016192//vesicle-mediated transportK20184//vacuolar protein sorting-associated protein 41NP_593409.2//HOPS complex subunit Vps41 (predicted) [Schizosaccharomyces pombe 972h-]putative HOPS complex subunit Vps41 (vps41), mRNA
2541226 NM_001022407.230.51 28.46 11.71 SPBC887.13cGO:0005739//mitochondrionGO:0004315//3-oxoacyl-[acyl-carrier-protein] synthase activity;GO:0016747//transferase activity, transferring acyl groups other than amino-acyl groupsGO:0006633//fatty acid biosynthetic processK09458//3-oxoacyl-[acyl-carrier-protein] synthase II [EC:2.3.1.179]NP_596487.1//3-oxoacyl-[acyl-carrier-protein]-synthase condensing enzyme (predicted) [Schizosaccharomyces pombe 972h-]putative 3-oxoacyl-[acyl-carrier-protein]-synthase condensing enzyme (SPBC887.13c), mRNA
2541045 NM_001023811.225.82 24.89 12.23 pku80 GO:0043564//Ku70:Ku80 complex;GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005829//cytosolGO:0016817//hydrolase activity, acting on acid anhydrides;GO:0042162//telomeric DNA binding;GO:0003684//damaged DNA binding;GO:0005524//ATP binding;GO:0004386//helicase activityGO:0006303//double-strand break repair via nonhomologous end joining;GO:0006310//DNA recombination;GO:0000723//telomere maintenanceK10885//ATP-dependent DNA helicase 2 subunit 2NP_596791.1//Ku domain protein Pku80 [Schizosaccharomyces pombe 972h-]Ku domain protein Pku80 (pku80), mRNA
2540857 NM_001022224.227.68 24.27 11.46 SPBC4C3.03 GO:0005737//cytoplasmGO:0004413//homoserine kinase activity;GO:0005524//ATP bindingGO:0009092//homoserine metabolic process;GO:0006555//methionine metabolic process;GO:0009088//threonine biosynthetic process;GO:0006566//threonine metabolic process;GO:0009086//methionine biosynthetic processK00872//homoserine kinase [EC:2.7.1.39]NP_596303.1//homoserine kinase (predicted) [Schizosaccharomyces pombe 972h-]putative homoserine kinase (SPBC4C3.03), mRNA
2540013 NM_001021818.243.84 34.71 4.11 cdc18 GO:0005634//nucleus;GO:0005656//nuclear pre-replicative complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0004674//protein serine/threonine kinase activity;GO:0003689//DNA clamp loader activity;GO:0005524//ATP bindingGO:0033314//mitotic DNA replication checkpoint;GO:0051301//cell division;GO:0001934//positive regulation of protein phosphorylation;GO:0006270//DNA replication initiation;GO:1903468//positive regulation of DNA replication initiation;GO:1902985//mitotic pre-replicative complex assemblyK02213//cell division control protein 6NP_595910.1//MCM loader [Schizosaccharomyces pombe 972h-]MCM loader (cdc18), mRNA
2542872 NM_001019114.231.45 33.12 30.95 btb3 GO:0005634//nucleus;GO:0000151//ubiquitin ligase complex;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0019005//SCF ubiquitin ligase complexGO:0031625//ubiquitin protein ligase binding;GO:0016874//ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0030162//regulation of proteolysis;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic processK21440//ankyrin repeat domain-containing protein 50;K06867//uncharacterized proteinNP_593682.1//substrate adaptor for cullin 3 ubiquitin ligase Btb3 [Schizosaccharomyces pombe 972h-]ubiquitin ligase Btb3 (btb3), mRNA
2541044 NM_001021135.235.62 32.17 15.37 sre2 GO:0016021//integral component of membrane;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046983//protein dimerization activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK09074 NP_595229.1//membrane-tethered transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative membrane-tethered transcription factor (sre2), mRNA
2542592 NM_001019626.229.82 29.19 19.28 SPAC328.01cGO:0005634//nucleus;GO:0005643//nuclear pore;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0042565//RNA nuclear export complex;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0061608//nuclear import signal receptor activity;GO:0005049//nuclear export signal receptor activity;GO:0005525//GTP bindingGO:0046825//regulation of protein export from nucleus;GO:0006611//protein export from nucleus;GO:0006405//RNA export from nucleusK14289//exportin-5NP_594202.2//karyopherin (predicted) [Schizosaccharomyces pombe 972h-]putative karyopherin (SPAC328.01c), mRNA
2542421 NM_001019159.233.23 30.64 9.5 med20 GO:0005634//nucleus;GO:0016592//mediator complex;GO:0034507//chromosome, centromeric outer repeat regionGO:0001104//RNA polymerase II transcription cofactor activityGO:1990141//chromatin silencing at centromere outer repeat region;GO:0034613//cellular protein localization;GO:0006366//transcription from RNA polymerase II promoterNA NP_593728.2//mediator complex subunit Med20 [Schizosaccharomyces pombe 972h-]mediator complex subunit Med20 (med20), mRNA
2542730 NM_001019904.221.08 20.57 7.26 SPAC25B8.15cGO:0005634//nucleus;GO:0031511//Mis6-Sim4 complex;GO:0005829//cytosol;GO:0000778//condensed nuclear chromosome kinetochore;GO:0000780//condensed nuclear chromosome, centromeric regionGO:0008175//tRNA methyltransferase activityGO:0034508//centromere complex assembly;GO:0000070//mitotic sister chromatid segregation;GO:0051301//cell division;GO:0030488//tRNA methylation;GO:0031591//wybutosine biosynthetic processK15450//tRNA wybutosine-synthesizing protein 3 [EC:2.1.1.282]NP_594474.1//kinetochore protein mal2 [Schizosaccharomyces pombe 972h-]putative wybutosine biosynthesis protein Tyw3 (SPAC25B8.15c), mRNA

NR_150040.1 NR_150040.1 21.37 20.35 11.87 NA GO:0016020//membrane;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursor;GO:0005737//cytoplasmNA GO:0000055//ribosomal large subunit export from nucleusNA NP_588125.2//pre-ribosomal factor (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1183), miscRNA
2541162 NM_001021491.231.49 31.52 20.46 apl3 GO:0005634//nucleus;GO:0005938//cell cortex;GO:0005829//cytosol;GO:0005905//clathrin-coated pit;GO:0030122//AP-2 adaptor complex;GO:0030131//clathrin adaptor complex;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0008565//protein transporter activity;GO:0035615//clathrin adaptor activityGO:0006886//intracellular protein transport;GO:0072583//clathrin-dependent endocytosis;GO:0016192//vesicle-mediated transportK11824//AP-2 complex subunit alphaNP_595595.1//AP-2 adaptor complex subunit Alp3 (predicted) [Schizosaccharomyces pombe 972h-]putative AP-2 adaptor complex subunit Alp3 (apl3), mRNA
2538935 NM_001022797.226.54 27.28 18.46 SPCC1682.11cGO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0000407//phagophore assembly site;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0034045//phagophore assembly site membraneNA GO:0015031//protein transport;GO:0016236//macroautophagyNA NP_587804.1//choline transmembrane transporter family protein (predicted) [Schizosaccharomyces pombe 972h-]putative choline transmembrane transporter family protein (SPCC1682.11c), mRNA
9407191 NM_001355979.125.71 25.2 21.84 SPAC227.19cGO:0016021//integral component of membraneNA NA K13201//nucleolysin TIA-1/TIARXP_002742499.1//conserved protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC227.19c), partial mRNA
2541282 NM_001021107.228.72 27.49 12.58 SPBC902.03 GO:0042175//nuclear outer membrane-endoplasmic reticulum membrane network;GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0071595//Nem1-Spo7 phosphatase complex;GO:0005789//endoplasmic reticulum membraneGO:0019888//protein phosphatase regulator activityGO:0030437//ascospore formation;GO:0071071//regulation of phospholipid biosynthetic process;GO:0006998//nuclear envelope organizationNA NP_595201.1//sporulation-specific protein [Schizosaccharomyces pombe 972h-]sporulation-specific protein (SPBC902.03), mRNA
2539459 NM_001023047.231.95 29.16 15.2 SPCC825.05cGO:0005681//spliceosomal complexGO:0003723//RNA bindingGO:0006397//mRNA processing;GO:0045292//mRNA cis splicing, via spliceosomeK13171//serine/arginine repetitive matrix protein 1NP_588055.1//splicing coactivator SRRM1 (predicted) [Schizosaccharomyces pombe 972h-]putative splicing coactivator SRRM1 (SPCC825.05c), mRNA
2539059 NM_001023359.243.9 42.83 25.46 SPCC737.06cGO:0005829//cytosol;GO:0017109//glutamate-cysteine ligase complexGO:0035226//glutamate-cysteine ligase catalytic subunit binding;GO:0030234//enzyme regulator activity;GO:0016874//ligase activity;GO:1990609//glutamate-cysteine ligase regulator activityGO:1990748//cellular detoxification;GO:0035229//positive regulation of glutamate-cysteine ligase activity;GO:0006750//glutathione biosynthetic processK11205//glutamate--cysteine ligase regulatory subunitNP_588368.1//glutamate-cysteine ligase regulatory subunit (predicted) [Schizosaccharomyces pombe 972h-]putative glutamate-cysteine ligase regulatory subunit (SPCC737.06c), mRNA
2542218 NM_001019481.234.18 30.91 21.07 SPAC589.09 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0042729//DASH complex;GO:0055028//cortical microtubule;GO:0044732//mitotic spindle pole body;GO:0005737//cytoplasm;GO:1990537//mitotic spindle polar microtubule;GO:0000778//condensed nuclear chromosome kinetochore;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0008526//phosphatidylinositol transporter activity;GO:0051010//microtubule plus-end binding;GO:0008525//phosphatidylcholine transporter activityGO:1990942//mitotic metaphase chromosome recapture;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0015914//phospholipid transport;GO:1905185//microtubule sliding involved in mitotic metaphase chromosome recapture;GO:0051301//cell division;GO:1990758//mitotic sister chromatid biorientation;GO:0071852//fungal-type cell wall organization or biogenesisK02307 NP_594057.1//sec14 cytosolic factor family (predicted) [Schizosaccharomyces pombe 972h-]putative sec14 family protein (SPAC589.09), mRNA
2542051 NM_001019068.226.25 34.69 171.92 SPAC23C11.06cGO:0071627//integral component of fungal-type vacuolar membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0016787//hydrolase activityNA NA NP_593637.1//hypothetical protein SPAC23C11.06c [Schizosaccharomyces pombe 972h-]hydrolase (SPAC23C11.06c), mRNA
2541835 NM_001020263.228.04 27.59 10.8 rrn10 GO:0016020//membrane;GO:0005634//nucleus;GO:0009986//cell surface;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000500//RNA polymerase I upstream activating factor complexGO:0004252//serine-type endopeptidase activity;GO:0004175//endopeptidase activity;GO:0000182//rDNA binding;GO:0070011//peptidase activity, acting on L-amino acid peptides;GO:0004867//serine-type endopeptidase inhibitor activity;GO:0001168//transcription factor activity, RNA polymerase I upstream control element sequence-specific binding;GO:0001165//RNA polymerase I upstream control element sequence-specific DNA bindingGO:0016540//protein autoprocessing;GO:0006508//proteolysis;GO:0071432//peptide mating pheromone maturation involved in conjugation with cellular fusion;GO:0042790//transcription of nuclear large rRNA transcript from RNA polymerase I promoter;GO:0006360//transcription from RNA polymerase I promoterK01341 NP_594834.1//RNA polymerase I upstream activation factor complex subunit Rrn10 [Schizosaccharomyces pombe 972h-]RNA polymerase I upstream activation factor complex subunit Rrn10 (rrn10), mRNA
2541149 NM_001021411.229.67 37.97 32.38 gyp10 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0000920//cell separation after cytokinesis;GO:0035023//regulation of Rho protein signal transduction;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0016192//vesicle-mediated transportK20372//TBC1 domain family member 20NP_595501.1//GTPase activating protein Gyp10 [Schizosaccharomyces pombe 972h-]GTPase-activating protein Gyp10 (gyp10), mRNA
2540556 NM_001022266.232.68 34.04 89.48 SPBC19F8.04cGO:0005634//nucleus;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004519//endonuclease activity;GO:0004518//nuclease activityGO:0006401//RNA catabolic processK05758//actin related protein 2/3 complex, subunit 2;K01174NP_596346.1//nuclease [Schizosaccharomyces pombe 972h-]nuclease (SPBC19F8.04c), mRNA
2541515 NM_001356007.132.47 32.14 15.36 SPAC6F12.08cGO:0000145//exocyst;GO:0030133//transport vesicle;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0006886//intracellular protein transport;GO:0001927//exocyst assembly;GO:0051601//exocyst localization;GO:0006887//exocytosis;GO:0090522//vesicle tethering involved in exocytosisK19986//exocyst complex component 8NP_593294.2//exocyst complex subunit Exo84 (predicted) [Schizosaccharomyces pombe 972h-]putative exocyst complex subunit Exo84 (SPAC6F12.08c), mRNA
2540600 NM_001021389.231.17 30.65 18.2 mlo2 GO:0005634//nucleus;GO:0005829//cytosolGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion bindingGO:0000070//mitotic sister chromatid segregationK11979//E3 ubiquitin-protein ligase UBR7 [EC:2.3.2.27]NP_595478.1//ubiquitin protein ligase E3 component mlo2 [Schizosaccharomyces pombe 972h-]ubiquitin protein ligase E3 component mlo2 (mlo2), mRNA
2539045 NM_001022726.229.03 32.02 15.45 fft2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0004003//ATP-dependent DNA helicase activityGO:0016569//covalent chromatin modification;GO:0070869//heterochromatin assembly involved in chromatin silencingK14439//SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1 [EC:3.6.4.12]NP_587731.1//fun thirty related protein Fft2 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Fft2 (fft2), mRNA
2540018 NM_001021920.232.23 29.76 20.3 pst1 GO:0005634//nucleus;GO:0032221//Rpd3S complex;GO:0033698//Rpd3L complex;GO:1990483//Clr6 histone deacetylase complex I'';GO:0031618//nuclear pericentric heterochromatinGO:0001106//RNA polymerase II transcription corepressor activity;GO:0003714//transcription corepressor activity;GO:0003713//transcription coactivator activity;GO:0042802//identical protein bindingGO:0061408//positive regulation of transcription from RNA polymerase II promoter in response to heat stress;GO:0061186//negative regulation of chromatin silencing at silent mating-type cassette;GO:0030174//regulation of DNA-dependent DNA replication initiation;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0061587//transfer RNA gene-mediated silencing;GO:0030702//chromatin silencing at centromere;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0061188//negative regulation of chromatin silencing at rDNA;GO:0051301//cell division;GO:0031939//negative regulation of chromatin silencing at telomere;GO:0000117//regulation of transcription involved in G2/M transition of mitotic cell cycle;GO:0016479//negative regulation of transcription from RNA polymerase I promoter;GO:0007049//cell cycle;GO:0016575//histone deacetylation;GO:0006303//double-strand break repair via nonhomologous end joining;GO:0051038//negative regulation of transcription involved in meiotic cell cycleK11644//paired amphipathic helix protein Sin3aNP_596012.2//Clr6 histone deacetylase complex subunit Pst1 [Schizosaccharomyces pombe 972h-]Clr6 histone deacetylase complex subunit Pst1 (pst1), mRNA
2538744 NM_001022804.224.02 21.15 28.3 cnd2 GO:0033553//rDNA heterochromatin;GO:0005634//nucleus;GO:0000796//condensin complex;GO:0061638//CENP-A containing chromatin;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0005829//cytosol;GO:0000799//nuclear condensin complex;GO:0005720//nuclear heterochromatinGO:0044547//DNA topoisomerase binding;GO:0003697//single-stranded DNA binding;GO:0072587//DNA topoisomerase (ATP-hydrolyzing) activator activity;GO:0003682//chromatin binding;GO:0003690//double-stranded DNA binding;GO:0016887//ATPase activityGO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0006281//DNA repair;GO:0051301//cell division;GO:0007076//mitotic chromosome condensationK06676//condensin complex subunit 2NP_587811.1//condensin complex non-SMC subunit Cnd2 [Schizosaccharomyces pombe 972h-]condensin complex non-SMC subunit Cnd2 (cnd2), mRNA
2542887 NM_001020099.222.3 23.73 20.87 sfc2 GO:0005634//nucleus;GO:0005829//cytosolGO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0000995//transcription factor activity, core RNA polymerase III binding;GO:0001030//RNA polymerase III type 1 promoter DNA binding;GO:0003676//nucleic acid bindingGO:0006384//transcription initiation from RNA polymerase III promoterK09191//general transcription factor IIIANP_594670.1//RNA polymerase III transcription factor TFIIIA [Schizosaccharomyces pombe 972h-]RNA polymerase III transcription factor TFIIIA (sfc2), mRNA
2538937 NM_001022876.225.01 24.55 8.63 sec15 GO:0000145//exocystNA GO:0006886//intracellular protein transport;GO:0006904//vesicle docking involved in exocytosis;GO:0015031//protein transport;GO:0090522//vesicle tethering involved in exocytosisK19985//exocyst complex component 6NP_587884.2//exocyst complex subunit Sec15 (predicted) [Schizosaccharomyces pombe 972h-]putative exocyst complex subunit Sec15 (sec15), mRNA
2542578 NM_001018274.228.42 34.54 29.62 SPAC18B11.09cGO:0016020//membrane;GO:0005634//nucleus;GO:0005829//cytosolGO:0009001//serine O-acetyltransferase activity;GO:0016407//acetyltransferase activity;GO:0008374//O-acyltransferase activityGO:0006563//L-serine metabolic processK00640//serine O-acetyltransferase [EC:2.3.1.30];K21632NP_592874.1//serine O-acetyltransferase activity (predicted) [Schizosaccharomyces pombe 972h-]putative serine O-acetyltransferase activity (SPAC18B11.09c), mRNA
2539119 NM_001023349.216.72 14.44 9.26 cbf12 GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0043565//sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:1900735//positive regulation of flocculation;GO:0007155//cell adhesion;GO:0045944//positive regulation of transcription from RNA polymerase II promoterNA NP_588358.1//CBF1/Su(H)/LAG-1 family transcription factor Cbf12 [Schizosaccharomyces pombe 972h-]CBF1/Su(H)/LAG-1 family transcription factor Cbf12 (cbf12), mRNA
2540077 NM_001022299.229.48 27.56 15.22 nto1 GO:0033100//NuA3 histone acetyltransferase complex;GO:0036410//Mst2 histone acetyltransferase complex;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0008270//zinc ion binding;GO:0016740//transferase activityGO:0016573//histone acetylation;GO:0006974//cellular response to DNA damage stimulusK11380 NP_596378.1//histone acetyltransferase complex subunit Nto1 (predicted) [Schizosaccharomyces pombe 972h-]putative histone acetyltransferase complex subunit Nto1 (nto1), mRNA
2543440 NM_001018988.234.16 33.6 19.21 ppk13 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005737//cytoplasm;GO:0005773//vacuoleGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0006624//vacuolar protein processing;GO:0032889//regulation of vacuole fusion, non-autophagicK08856//serine/threonine kinase 16 [EC:2.7.11.1]NP_593555.1//serine/threonine protein kinase Ppk13 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk13 (ppk13), mRNA
2540732 NM_001021886.225.34 24.65 21.98 tbf1 GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0000790//nuclear chromatin;GO:0000139//Golgi membrane;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0017119//Golgi transport complex;GO:0016021//integral component of membrane;GO:0000783//nuclear telomere cap complexGO:0003691//double-stranded telomeric DNA binding;GO:0042803//protein homodimerization activityGO:0006886//intracellular protein transport;GO:0031627//telomeric loop formation;GO:0007049//cell cycle;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0000723//telomere maintenanceNA NP_595979.1//DNA binding factor Trf1 [Schizosaccharomyces pombe 972h-]DNA-binding factor Trf1 (tbf1), mRNA
2542329 NM_001018998.217.42 19.81 19.47 SPAC9G1.10cGO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0032153//cell division siteGO:0016787//hydrolase activity;GO:0004439//phosphatidylinositol-4,5-bisphosphate 5-phosphatase activityGO:0048017//inositol lipid-mediated signaling;GO:0006897//endocytosis;GO:0046856//phosphatidylinositol dephosphorylationK20279//synaptojanin [EC:3.1.3.36]NP_593565.1//inositol polyphosphate phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative inositol polyphosphate phosphatase (SPAC9G1.10c), mRNA
2539435 NM_001022747.217.22 14.47 16.45 SPCC794.06 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0097434//succinate:proton symporter activity;GO:0015141//succinate transmembrane transporter activity;GO:0015140//malate transmembrane transporter activity;GO:0015366//malate:proton symporter activityGO:0071423//malate transmembrane transport;GO:0098715//malonic acid import across plasma membrane;GO:0071422//succinate transmembrane transport;GO:0098720//succinate import across plasma membrane;GO:0098714//malate import across plasma membraneNA NP_587754.1//TDT malic acid transporter (predicted) [Schizosaccharomyces pombe 972h-]putative TDT malic acid transporter (SPCC794.06), mRNA
2540494 NM_001021364.226.25 27.19 13.09 mis12 GO:0000941//condensed nuclear chromosome inner kinetochore;GO:0005634//nucleus;GO:0034506//chromosome, centromeric core domain;GO:0031617//NMS complex;GO:0000779//condensed chromosome, centromeric region;GO:0000775//chromosome, centromeric region;GO:0000818//nuclear MIS12/MIND complexNA GO:0000278//mitotic cell cycle;GO:0000070//mitotic sister chromatid segregation;GO:0034501//protein localization to kinetochore;GO:0051321//meiotic cell cycle;GO:0051301//cell division;GO:0061641//CENP-A containing chromatin organization;GO:0051382//kinetochore assemblyK11559;K10991NP_595454.1//kinetochore protein Mis12 [Schizosaccharomyces pombe 972h-]kinetochore protein Mis12 (mis12), mRNA

NR_151220.1 NR_151220.1 24.66 30.33 14.74 NA GO:0005811//lipid droplet;GO:0005829//cytosolGO:0047372//acylglycerol lipase activityGO:0044242//cellular lipid catabolic process;GO:0044255//cellular lipid metabolic processNA NP_593822.2//lipase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.839), miscRNA
2543271 NM_001018929.228.75 25.92 36.21 mtf1 GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0034245//mitochondrial DNA-directed RNA polymerase complex;GO:0005739//mitochondrion;GO:0000790//nuclear chromatinGO:0003723//RNA binding;GO:0034246//mitochondrial RNA polymerase binding promoter specificity activity;GO:0008168//methyltransferase activity;GO:0000179//rRNA (adenine-N6,N6-)-dimethyltransferase activity;GO:0001012//RNA polymerase II regulatory region DNA bindingGO:1903109//positive regulation of transcription from mitochondrial promoter;GO:0045944//positive regulation of transcription from RNA polymerase II promoterK15267 NP_593495.1//mitochondrial RNA polymerase specificity factor Mtf1 [Schizosaccharomyces pombe 972h-]RNA polymerase-specificity factor Mtf1 (mtf1), mRNA
2542097 NM_001356091.134.61 36.39 35.77 rpb7 GO:0005665//DNA-directed RNA polymerase II, core complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000932//P-body;GO:0016591//DNA-directed RNA polymerase II, holoenzymeGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003697//single-stranded DNA binding;GO:0003723//RNA binding;GO:0003968//RNA-directed 5'-3' RNA polymerase activity;GO:0031369//translation initiation factor binding;GO:0003727//single-stranded RNA bindingGO:0097394//telomeric repeat-containing RNA transcription from RNA pol II promoter;GO:0000291//nuclear-transcribed mRNA catabolic process, exonucleolytic;GO:0010590//regulation of cell separation after cytokinesis;GO:0060213//positive regulation of nuclear-transcribed mRNA poly(A) tail shortening;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0045948//positive regulation of translational initiationK03015//DNA-directed RNA polymerase II subunit RPB7XP_001713072.1//DNA-directed RNA polymerase complex II subunit Rpb7 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase complex II subunit Rpb7 (rpb7), mRNA
2541713 NM_001018770.234.53 36.48 26.59 atp11 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionNA GO:0033615//mitochondrial proton-transporting ATP synthase complex assembly;GO:0043461//proton-transporting ATP synthase complex assembly;GO:0006461//protein complex assembly;GO:0007005//mitochondrion organizationK07555//ATP synthase mitochondrial F1 complex assembly factor 1NP_593338.1//F1-ATPase chaperone Atp11 (predicted) [Schizosaccharomyces pombe 972h-]putative F1-ATPase chaperone Atp11 (atp11), mRNA
2540954 NM_001021321.231.3 31.56 33.88 gtr1 GO:0005634//nucleus;GO:1990131//Gtr1-Gtr2 GTPase complex;GO:0034448//EGO complex;GO:0005829//cytosol;GO:0005764//lysosome;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0009267//cellular response to starvation;GO:0007264//small GTPase mediated signal transduction;GO:0010506//regulation of autophagy;GO:0015031//protein transport;GO:0032008//positive regulation of TOR signaling;GO:0071230//cellular response to amino acid stimulusK16185//Ras-related GTP-binding protein A/BNP_595414.1//Gtr1/RagA G protein Gtr1 (predicted) [Schizosaccharomyces pombe 972h-]putative Gtr1/RagA G protein Gtr1 (gtr1), mRNA
2541211 NM_001021156.228.18 27.97 54.53 usp107 GO:0005685//U1 snRNP;GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosolGO:0003723//RNA binding;GO:0003729//mRNA bindingGO:0006397//mRNA processing;GO:0000381//regulation of alternative mRNA splicing, via spliceosome;GO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosomeK15275//solute carrier family 35 (UDP-galactose transporter), member B1NP_595250.1//U1 snRNP-associated protein Usp107 [Schizosaccharomyces pombe 972h-]U1 snRNP-associated protein Usp107 (usp107), mRNA
2540141 NM_001022419.234.01 31.32 18.64 pgp2 GO:0000408//EKC/KEOPS complex;GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0000790//nuclear chromatinGO:0046872//metal ion binding;GO:0031490//chromatin DNA binding;GO:0061711//N(6)-L-threonylcarbamoyladenine synthaseGO:0000722//telomere maintenance via recombination;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0002949//tRNA threonylcarbamoyladenosine modification;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK01409//N6-L-threonylcarbamoyladenine synthase [EC:2.3.1.234]NP_596498.1//metallopeptidase Pgp2 [Schizosaccharomyces pombe 972h-]metallopeptidase Pgp2 (pgp2), mRNA

14217457 NM_001356229.137.69 43.67 69.18 ymr31 GO:0009353//mitochondrial oxoglutarate dehydrogenase complex;GO:0005763//mitochondrial small ribosomal subunitNA GO:0042254//ribosome biogenesis;GO:0032543//mitochondrial translationK17417 XP_004001709.1//mitochondrial ribosomal protein Ymr1 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein Ymr1 (ymr31), mRNA
2540089 NM_001021502.124.45 23 4.86 SPBC32H8.01cGO:0005768//endosome;GO:0005634//nucleus;GO:0005829//cytosolNA GO:0007034//vacuolar transport;GO:0016192//vesicle-mediated transportNA NP_595607.1//conserved fungal protein, involved in endocytic trafficking (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC32H8.01c), partial mRNA
2542843 NM_001019086.230.31 27.95 12.52 sec10 GO:0005634//nucleus;GO:0051286//cell tip;GO:0000145//exocyst;GO:0005829//cytosol;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipNA GO:0006886//intracellular protein transport;GO:0000920//cell separation after cytokinesis;GO:0048278//vesicle docking;GO:0090522//vesicle tethering involved in exocytosis;GO:0006893//Golgi to plasma membrane transport;GO:0006887//exocytosisK19984//exocyst complex component 5NP_593654.1//exocyst complex subunit Sec10 (predicted) [Schizosaccharomyces pombe 972h-]putative exocyst complex subunit Sec10 (sec10), mRNA
2539684 NM_001355838.127.02 32.1 14.42 SPBC16A3.16GO:0005634//nucleus;GO:0005887//integral component of plasma membrane;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0005215//transporter activity;GO:0022857//transmembrane transporter activityGO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0055085//transmembrane transport;GO:0007005//mitochondrion organizationK18178//cytochrome c oxidase assembly factor 5NP_596772.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c oxidase assembly protein Pet191 (SPBC16A3.16), mRNA
2540773 NM_001022231.230.23 28.65 12.95 SPBC405.06 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005739//mitochondrion;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0031072//heat shock protein binding;GO:0051082//unfolded protein binding;GO:0030544//Hsp70 protein bindingGO:0006457//protein folding;GO:0009408//response to heatK09503//DnaJ homolog subfamily A member 2NP_596309.1//DNAJ protein Xdj1 (predicted) [Schizosaccharomyces pombe 972h-]putative DNAJ protein Xdj1 (SPBC405.06), mRNA
2541065 NM_001022595.231.17 29.32 20.32 scp1 GO:0032936//SREBP-SCAP complex;GO:0071458//integral component of cytoplasmic side of endoplasmic reticulum membrane;GO:0005783//endoplasmic reticulum;GO:0030173//integral component of Golgi membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0032935//sterol sensor activity;GO:0015485//cholesterol bindingGO:0035103//sterol regulatory element binding protein cleavage;GO:0008202//steroid metabolic process;GO:0010867//positive regulation of triglyceride biosynthetic process;GO:0070452//positive regulation of ergosterol biosynthetic process;GO:1900039//positive regulation of cellular response to hypoxia;GO:0071073//positive regulation of phospholipid biosynthetic process;GO:0032933//SREBP signaling pathwayNA NP_596673.1//Sre1 cleavage activating protein, Scap Scp1 [Schizosaccharomyces pombe 972h-]Sre1 cleavage-activating protein Scap Scp1 (scp1), mRNA
2539971 NM_001022379.240.28 29.97 11.64 cbp1 GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0005737//cytoplasm;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0019237//centromeric DNA binding;GO:0043565//sequence-specific DNA bindingGO:0007535//donor selection;GO:0000070//mitotic sister chromatid segregation;GO:1903212//protein localization to mating-type region heterochromatin;GO:0030702//chromatin silencing at centromereNA NP_596460.1//ARS-binding protein 1 [Schizosaccharomyces pombe 972h-]ARS-binding protein 1 (cbp1), mRNA
2541493 NM_001356147.131.2 29.05 12.28 rfc3 GO:0005634//nucleus;GO:0005663//DNA replication factor C complex;GO:0031390//Ctf18 RFC-like complex;GO:0000790//nuclear chromatin;GO:0005829//cytosol;GO:0031391//Elg1 RFC-like complex;GO:0031389//Rad17 RFC-like complex;GO:0043599//nuclear DNA replication factor C complex;GO:0043596//nuclear replication forkGO:0061860//DNA clamp unloader activity;GO:0003677//DNA binding;GO:0005524//ATP bindingGO:1903460//mitotic DNA replication leading strand elongation;GO:0006271//DNA strand elongation involved in DNA replication;GO:0070914//UV-damage excision repairK10756//replication factor C subunit 3/5XP_001713099.1//DNA replication factor C complex subunit Rfc3 [Schizosaccharomyces pombe 972h-]DNA replication factor C complex subunit Rfc3 (rfc3), mRNA
2541132 NM_001022396.225.29 24.92 10.42 SPBC887.02 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030691//Noc2p-Noc3p complex;GO:0016021//integral component of membrane;GO:0034707//chloride channel complexGO:0003682//chromatin binding;GO:0005247//voltage-gated chloride channel activityGO:0006364//rRNA processing;GO:1902476//chloride transmembrane transportK14834//nucleolar complex protein 3;K05012//chloride channel 3/4/5NP_596477.1//Noc2p-Noc3p complex subunit Noc3 (predicted) [Schizosaccharomyces pombe 972h-]putative ClC chloride channel (SPBC887.02), mRNA
2540737 NM_001021879.233.48 38.76 36.38 bgs1 GO:0035840//old growing cell tip;GO:0043332//mating projection tip;GO:0043187//cell septum surface;GO:0009277//fungal-type cell wall;GO:0016021//integral component of membrane;GO:0000148//1,3-beta-D-glucan synthase complex;GO:1902716//cell cortex of growing cell tip;GO:0005628//prospore membrane;GO:0005826//actomyosin contractile ringGO:0003843//1,3-beta-D-glucan synthase activityGO:0030476//ascospore wall assembly;GO:0000747//conjugation with cellular fusion;GO:0006075//(1->3)-beta-D-glucan biosynthetic process;GO:0031671//primary cell septum biogenesis;GO:0051278//fungal-type cell wall polysaccharide biosynthetic process;GO:0034413//ascospore wall (1->3)-beta-D-glucan biosynthetic processK00706 XP_013022754.1//1,3-beta-glucan synthase catalytic subunit Bgs1 [Schizosaccharomyces cryophilus OY26]1,3-beta-glucan synthase catalytic subunit Bgs1 (bgs1), mRNA
2541311 NM_001022437.228.35 22.37 11.12 los1 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0016363//nuclear matrix;GO:0005737//cytoplasmGO:0008536//Ran GTPase binding;GO:0000049//tRNA binding;GO:0005525//GTP bindingGO:0071528//tRNA re-export from nucleus;GO:0006409//tRNA export from nucleus;GO:0008033//tRNA processingK14288//exportin-TNP_596516.1//karyopherin exportin T Los1 (predicted) [Schizosaccharomyces pombe 972h-]putative karyopherin exportin T Los1 (los1), mRNA
2539420 NM_001022841.226.1 25.2 19.3 raf2 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0031934//mating-type region heterochromatin;GO:0043494//CLRC ubiquitin ligase complex;GO:0005737//cytoplasm;GO:0005739//mitochondrion;GO:0031618//nuclear pericentric heterochromatin;GO:0034507//chromosome, centromeric outer repeat regionNA GO:0031048//chromatin silencing by small RNA;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0031494//regulation of mating type switching;GO:0006351//transcription, DNA-templated;GO:0051574//positive regulation of histone H3-K9 methylation;GO:0006348//chromatin silencing at telomere;GO:0030702//chromatin silencing at centromere;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0016569//covalent chromatin modification;GO:0034613//cellular protein localization;GO:0051572//negative regulation of histone H3-K4 methylationNA NP_587848.1//Rik1-associated factor Raf2 [Schizosaccharomyces pombe 972h-]Rik1-associated factor Raf2 (raf2), mRNA
2542513 NM_001020236.225.18 27.74 12.54 gcn5 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005671//Ada2/Gcn5/Ada3 transcription activator complex;GO:0046695//SLIK (SAGA-like) complex;GO:0000775//chromosome, centromeric region;GO:0000790//nuclear chromatinGO:0036408//histone acetyltransferase activity (H3-K14 specific);GO:0070577//lysine-acetylated histone binding;GO:0010484//H3 histone acetyltransferase activity;GO:0043992//histone acetyltransferase activity (H3-K9 specific)GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0007131//reciprocal meiotic recombination;GO:0043966//histone H3 acetylation;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:1905533//negative regulation of leucine import across plasma membraneK06062//histone acetyltransferase [EC:2.3.1.48]NP_594807.1//SAGA complex histone acetyltransferase catalytic subunit Gcn5 [Schizosaccharomyces pombe 972h-]SAGA complex histone acetyltransferase catalytic subunit Gcn5 (gcn5), mRNA
2539744 NM_001355818.121.87 25.62 7.76 htd2 GO:0005739//mitochondrionGO:0019171//3-hydroxyacyl-[acyl-carrier-protein] dehydratase activity;GO:0016491//oxidoreductase activityGO:0006633//fatty acid biosynthetic processK04718//sphingosine kinase [EC:2.7.1.91]NP_596471.1//3-hydroxyacyl-ACP dehydratase Htd2 (predicted) [Schizosaccharomyces pombe 972h-]putative 3-hydroxyacyl-ACP dehydratase Htd2 (htd2), mRNA
2541725 NM_001019811.225.68 30.18 15.05 vps54 GO:0010008//endosome membrane;GO:0000938//GARP complex;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0019905//syntaxin bindingGO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0042147//retrograde transport, endosome to Golgi;GO:0016192//vesicle-mediated transportK17600//vacuolar protein sorting-associated protein 54NP_594389.1//GARP complex subunit Vps54 (predicted) [Schizosaccharomyces pombe 972h-]putative GARP complex subunit Vps54 (vps54), mRNA
2543175 NM_001020405.233.06 31.35 28.3 erv1 GO:0005758//mitochondrial intermembrane space;GO:0005739//mitochondrionGO:0015035//protein disulfide oxidoreductase activity;GO:0003756//protein disulfide isomerase activity;GO:0016971//flavin-linked sulfhydryl oxidase activity;GO:0050660//flavin adenine dinucleotide binding;GO:0016972//thiol oxidase activityGO:0006879//cellular iron ion homeostasis;GO:0034599//cellular response to oxidative stress;GO:0045041//protein import into mitochondrial intermembrane space;GO:0007005//mitochondrion organizationK17783//mitochondrial FAD-linked sulfhydryl oxidase [EC:1.8.3.2]NP_594974.1//mitochondrial sulfhydryl oxidase (predicted) [Schizosaccharomyces pombe 972h-]putative sulfhydryl oxidase (erv1), mRNA
2543667 NM_001019759.231.25 27.91 37.57 swc3 GO:0000812//Swr1 complex;GO:0005634//nucleus;GO:0005829//cytosolNA GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0043486//histone exchangeNA NP_594338.1//Swr1 complex subunit Swc3 [Schizosaccharomyces pombe 972h-]Swr1 complex subunit Swc3 (swc3), mRNA
2542756 NM_001019725.224.02 24.89 23.73 bud6 GO:0035839//non-growing cell tip;GO:0051286//cell tip;GO:0030478//actin cap;GO:0035838//growing cell tip;GO:0005737//cytoplasmGO:0005519//cytoskeletal regulatory protein binding;GO:0003779//actin bindingGO:0030036//actin cytoskeleton organization;GO:0051017//actin filament bundle assemblyK11294//nucleolinNP_594302.2//actin-interacting protein 3 [Schizosaccharomyces pombe 972h-]actin-interacting protein 3 (bud6), partial mRNA

14217600 NM_001355820.128.28 31.57 14.27 SPBP8B7.32 NA NA NA NA XP_004001730.1//hypothetical protein SPBP8B7.32 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBP8B7.32), mRNA
2539261 NM_001022790.231.81 28.61 17.75 cdc31 GO:0005783//endoplasmic reticulum;GO:0005786//signal recognition particle, endoplasmic reticulum targeting;GO:0005829//cytosolGO:0030942//endoplasmic reticulum signal peptide binding;GO:0005047//signal recognition particle binding;GO:0008312//7S RNA bindingGO:0006614//SRP-dependent cotranslational protein targeting to membrane;GO:0045047//protein targeting to ER;GO:0006617//SRP-dependent cotranslational protein targeting to membrane, signal sequence recognitionK16466//centrin-3;K03107//signal recognition particle subunit SRP68NP_587798.1//signal recognition particle subunit (predicted) [Schizosaccharomyces pombe 972h-]centrin (cdc31), mRNA
2539790 NM_001022484.229.85 29.87 10.88 tfb2 GO:0005675//holo TFIIH complex;GO:0005737//cytoplasm;GO:0000112//nucleotide-excision repair factor 3 complex;GO:0000439//core TFIIH complexGO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0003700//DNA binding transcription factor activity;GO:0003690//double-stranded DNA binding;GO:0004003//ATP-dependent DNA helicase activityGO:0006355//regulation of transcription, DNA-templated;GO:0070816//phosphorylation of RNA polymerase II C-terminal domain;GO:0006351//transcription, DNA-templated;GO:0000717//nucleotide-excision repair, DNA duplex unwinding;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0006289//nucleotide-excision repairK03144//transcription initiation factor TFIIH subunit 4NP_596563.1//transcription factor TFIIH complex subunit Tfb2 [Schizosaccharomyces pombe 972h-]transcription factor TFIIH complex subunit Tfb2 (tfb2), mRNA
2542191 NM_001018913.114.39 13.2 2.65 ucp7 GO:0043234//protein complex;GO:0005794//Golgi apparatus;GO:0005789//endoplasmic reticulum membrane;GO:0031982//vesicleGO:0043130//ubiquitin binding;GO:0031593//polyubiquitin modification-dependent protein binding;GO:0030276//clathrin binding;GO:0030544//Hsp70 protein bindingGO:0006898//receptor-mediated endocytosis;GO:0072318//clathrin coat disassemblyK09553//stress-induced-phosphoprotein 1;K16365//small glutamine-rich tetratricopeptide repeat-containing protein alphaNP_593480.1//UBA/TPR/DNAJ domain protein Ucp7 [Schizosaccharomyces pombe 972h-]UBA/TPR/DNAJ domain protein Ucp7 (ucp7), partial mRNA

NR_151191.1 NR_151191.1 25.64 25.12 27.18 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005739//mitochondrionNA GO:0009060//aerobic respiration;GO:0007005//mitochondrion organizationNA NP_593716.1//mitochondrial CHCH domain protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.812), miscRNA
2542982 NM_001018660.225.66 23.9 12.83 mam4 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0004671//protein C-terminal S-isoprenylcysteine carboxyl O-methyltransferase activityGO:0018125//peptidyl-cysteine methylation;GO:0007323//peptide pheromone maturation;GO:0034613//cellular protein localization;GO:0000749//response to pheromone involved in conjugation with cellular fusion;GO:0018229//peptidyl-L-cysteine methyl ester biosynthetic process from peptidyl-cysteineK00587//protein-S-isoprenylcysteine O-methyltransferase [EC:2.1.1.100]NP_593263.1//protein-S isoprenylcysteine O-methyltransferase Mam4 [Schizosaccharomyces pombe 972h-]protein-S isoprenylcysteine O-methyltransferase Mam4 (mam4), mRNA
2539795 NM_001022163.230.21 28.63 12.58 gpt2 GO:0005783//endoplasmic reticulum;GO:0043541//UDP-N-acetylglucosamine transferase complex;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0003975//UDP-N-acetylglucosamine-dolichyl-phosphate N-acetylglucosaminephosphotransferase activity;GO:0016757//transferase activity, transferring glycosyl groups;GO:0008963//phospho-N-acetylmuramoyl-pentapeptide-transferase activityGO:0006489//dolichyl diphosphate biosynthetic process;GO:0006487//protein N-linked glycosylation;GO:0009060//aerobic respiration;GO:0006491//N-glycan processingK01001//UDP-N-acetylglucosamine--dolichyl-phosphate N-acetylglucosaminephosphotransferase [EC:2.7.8.15]NP_596244.1//UDP-N-acetylglucosamine--dolichyl-phosphate N-acetylglucosaminephosphotransferase [Schizosaccharomyces pombe 972h-]UDP-N-acetylglucosamine--dolichyl-phosphate N-acetylglucosaminephosphotransferase (gpt2), mRNA
2538903 NM_001022903.227.05 26.07 10.47 SPCC16C4.02cGO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0032153//cell division siteNA NA NA NP_587912.1//DUF1941 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC16C4.02c), mRNA
2541801 NM_001018379.119.8 17.9 7.75 snf5 GO:0000228//nuclear chromosome;GO:0016586//RSC-type complex;GO:0005794//Golgi apparatus;GO:0016514//SWI/SNF complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0000991//transcription factor activity, core RNA polymerase II bindingGO:1900400//regulation of iron ion import by regulation of transcription from RNA polymerase II promoter;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0043044//ATP-dependent chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0006337//nucleosome disassemblyK11648//SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily B member 1NP_592979.1//SWI/SNF complex subunit Snf5 [Schizosaccharomyces pombe 972h-]SWI/SNF complex subunit Snf5 (snf5), partial mRNA
2542680 NM_001020315.227.48 26.29 7.24 gyp51 GO:0012505//endomembrane system;GO:0005829//cytosol;GO:0005622//intracellular;GO:0016021//integral component of membrane;GO:0005798//Golgi-associated vesicle;GO:0005886//plasma membraneGO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0090630//activation of GTPase activity;GO:0031338//regulation of vesicle fusion;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0006887//exocytosisK08869//aarF domain-containing kinase;K19951//TBC1 domain family member 8/9NP_594886.1//GTPase activating protein Gyp51 (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein Gyp51 (gyp51), mRNA
2541190 NM_001022243.228.47 27.01 22.68 SPBC776.06cGO:0005634//nucleus;GO:0005938//cell cortex;GO:0005829//cytosol;GO:0005886//plasma membraneGO:0017112//Rab guanyl-nucleotide exchange factor activityGO:0030010//establishment of cell polarity;GO:0051666//actin cortical patch localizationNA NP_596321.2//Arf3/6 docking factor (predicted) [Schizosaccharomyces pombe 972h-]putative Arf3/6 docking factor (SPBC776.06c), mRNA
2542717 NM_001019237.233.3 32.42 2.41 mug105 GO:0005737//cytoplasmGO:0008233//peptidase activityGO:0070647//protein modification by small protein conjugation or removal;GO:0051321//meiotic cell cycleNA NP_593808.1//ubiquitin-fold modifier-specific protease (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-fold modifier-specific protease (mug105), partial mRNA

NR_150510.1 NR_150510.1 18.41 16.81 14.22 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1616), miscRNA
2541145 NM_001021420.225.97 27.05 23.77 SPBC651.12cGO:0035861//site of double-strand break;GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005737//cytoplasmNA NA NA NP_595510.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC651.12c), mRNA
2541403 NM_001023872.278.2 96.69 31.52 SPBPB2B2.01GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0015171//amino acid transmembrane transporter activityNA K16261 NP_596849.1//amino-acid permease [Schizosaccharomyces pombe 972h-]amino-acid permease (SPBPB2B2.01), mRNA

NR_150549.1 NR_150549.1 23.18 21.43 13.61 NA GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0008168//methyltransferase activityGO:0032259//methylationK17803 NP_596661.1//mitochondrial methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1654), miscRNA
2539053 NM_001023488.226.04 21.93 7.84 pep3 GO:0005768//endosome;GO:1902500//vacuolar HOPS complex;GO:0030897//HOPS complex;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0033263//CORVET complexGO:0061630//ubiquitin protein ligase activity;GO:0030674//protein binding, bridging;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0006895//Golgi to endosome transport;GO:0006904//vesicle docking involved in exocytosis;GO:0045324//late endosome to vacuole transport;GO:0016192//vesicle-mediated transport;GO:0006886//intracellular protein transport;GO:0007032//endosome organization;GO:0035542//regulation of SNARE complex assembly;GO:0007040//lysosome organizationK20181//vacuolar protein sorting-associated protein 18NP_588498.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (pep3), mRNA
2542173 NM_001019004.228.27 28.36 12.55 SPAC17H9.02GO:0005634//nucleus;GO:0031499//TRAMP complex;GO:0005730//nucleolus;GO:0016604//nuclear body;GO:1990345//MTREC complex;GO:1990477//NURS complex;GO:1990342//heterochromatin islandGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0003724//RNA helicase activityGO:0006401//RNA catabolic process;GO:0032210//regulation of telomere maintenance via telomerase;GO:0033621//nuclear-transcribed mRNA catabolic process, meiosis-specific transcripts;GO:0016078//tRNA catabolic process;GO:1902801//regulation of heterochromatin island assembly;GO:0006364//rRNA processing;GO:0071049//nuclear retention of pre-mRNA with aberrant 3'-ends at the site of transcription;GO:1902802//regulation of heterochromatin domain assembly;GO:0000460//maturation of 5.8S rRNA;GO:0043144//snoRNA processing;GO:0043630//ncRNA polyadenylation involved in polyadenylation-dependent ncRNA catabolic processK12598//ATP-dependent RNA helicase DOB1 [EC:3.6.4.13]NP_593572.1//TRAMP complex ATP-dependent RNA helicase (predicted) [Schizosaccharomyces pombe 972h-]putative TRAMP complex ATP-dependent RNA helicase (SPAC17H9.02), mRNA
2539131 NM_001023054.230.49 32.07 16.27 taf8 GO:0005669//transcription factor TFIID complexGO:0000991//transcription factor activity, core RNA polymerase II bindingGO:0006366//transcription from RNA polymerase II promoterK14649//transcription initiation factor TFIID subunit 8NP_588062.1//transcription factor TFIID complex subunit 8 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor TFIID complex subunit 8 (taf8), mRNA
2542643 NM_001019939.223.15 22.16 15.89 SPAC2C4.07cGO:0005829//cytosol;GO:0000932//P-body;GO:0005737//cytoplasm;GO:0000178//exosome (RNase complex)GO:0046872//metal ion binding;GO:0008266//poly(U) RNA binding;GO:0000175//3'-5'-exoribonuclease activityGO:0000291//nuclear-transcribed mRNA catabolic process, exonucleolytic;GO:0034427//nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:1990074//polyuridylation-dependent mRNA catabolic process;GO:0006364//rRNA processingK18748;K18758//DIS3-like exonuclease 2 [EC:3.1.13.-]NP_594510.1//ribonuclease II (RNB) family (predicted) [Schizosaccharomyces pombe 972h-]putative ribonuclease II family protein (SPAC2C4.07c), mRNA
3361210 NM_001356239.183.38 140.72 1028.35 lsd90 NA NA GO:0042759//long-chain fatty acid biosynthetic processK20361;K18626//trichohyalinXP_001713133.2//Lsd90 protein [Schizosaccharomyces pombe 972h-]protein Lsd90 (lsd90), partial mRNA

NR_150996.1 NR_150996.1 27.9 24.98 16.31 NA NA GO:0003743//translation initiation factor activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingNA K13025//ATP-dependent RNA helicase [EC:3.6.4.13]XP_018185768.1//putative eukaryotic translation initiation factor eIF-4A subunit [Xylona heveae TC161]antisense RNA (predicted) (SPNCRNA.633), miscRNA
9407312 NM_001355862.125.12 25.19 29.78 vma21 GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0033116//endoplasmic reticulum-Golgi intermediate compartment membrane;GO:0012507//ER to Golgi transport vesicle membraneNA GO:0070072//vacuolar proton-transporting V-type ATPase complex assemblyNA XP_002788947.1//vacuolar H+-ATPase assembly protein Vma21 (predicted) [Schizosaccharomyces pombe 972h-]putative vacuolar H+-ATPase assembly protein Vma21 (vma21), mRNA

NR_150832.1 NR_150832.1 10.96 12.62 20.93 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.444), miscRNA
2540198 NM_001021345.231.3 29.8 14.09 cyp3 GO:0005634//nucleus;GO:0005816//spindle pole body;GO:0005829//cytosolGO:0003755//peptidyl-prolyl cis-trans isomerase activityGO:0006457//protein folding;GO:0045292//mRNA cis splicing, via spliceosomeK09567//peptidyl-prolyl isomerase H (cyclophilin H) [EC:5.2.1.8]NP_595437.1//cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp3 [Schizosaccharomyces pombe 972h-]cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp3 (cyp3), mRNA
2540895 NM_001021220.229.09 28.79 14.13 sim3 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0000790//nuclear chromatinNA GO:0043486//histone exchange;GO:0070827//chromatin maintenance;GO:0034080//CENP-A containing nucleosome assemblyK11372//HAT1-interacting factor 1NP_595313.1//NASP family CENP-A chaperone [Schizosaccharomyces pombe 972h-]NASP family CENP-A chaperone (sim3), mRNA

NR_151172.1 NR_151172.1 18.91 22.62 26.37 NA GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0000139//Golgi membrane;GO:0044695//Dsc E3 ubiquitin ligase complex;GO:0032040//small-subunit processome;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0034455//t-UTP complexGO:0030515//snoRNA bindingGO:0035103//sterol regulatory element binding protein cleavage;GO:0060049//regulation of protein glycosylation;GO:0016567//protein ubiquitination;GO:0006351//transcription, DNA-templated;GO:1900039//positive regulation of cellular response to hypoxia;GO:0030490//maturation of SSU-rRNAK14546//U3 small nucleolar RNA-associated protein 5NP_593621.2//U3 snoRNP-associated protein Utp5 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.795), miscRNA
2543506 NM_001020058.230.64 28.81 14.97 mst1 GO:0005759//mitochondrial matrix;GO:0045025//mitochondrial degradosome;GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0032777//Piccolo NuA4 histone acetyltransferase complex;GO:0005739//mitochondrion;GO:0031618//nuclear pericentric heterochromatinGO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0044016//histone acetyltransferase activity (H3-K4 specific);GO:0010485//H4 histone acetyltransferase activityGO:0031452//negative regulation of heterochromatin assembly;GO:0006355//regulation of transcription, DNA-templated;GO:0034508//centromere complex assembly;GO:0006302//double-strand break repair;GO:0001207//histone displacement;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0043967//histone H4 acetylation;GO:0006354//DNA-templated transcription, elongation;GO:0000183//chromatin silencing at rDNA;GO:0043973//histone H3-K4 acetylation;GO:0031453//positive regulation of heterochromatin assembly;GO:0006351//transcription, DNA-templated;GO:0048478//replication fork protection;GO:0007005//mitochondrion organization;GO:0016239//positive regulation of macroautophagy;GO:0051726//regulation of cell cycle;GO:0000965//mitochondrial RNA 3'-end processingK11304//histone acetyltransferase HTATIP [EC:2.3.1.48];K17675//ATP-dependent RNA helicase SUPV3L1/SUV3 [EC:3.6.4.13]NP_594629.1//mitochondrial ATP-dependent RNA helicase Rpm2 [Schizosaccharomyces pombe 972h-]KAT5 family histone acetyltransferase Mst1 (mst1), mRNA
2541630 NM_001020081.227.75 25.13 17.07 SPAC1093.05GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activityGO:0010501//RNA secondary structure unwinding;GO:0006364//rRNA processingK14776//ATP-dependent RNA helicase DDX10/DBP4 [EC:3.6.4.13]NP_594652.1//ATP-dependent RNA helicase Hca4 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Hca4 (SPAC1093.05), mRNA
2541697 NM_001019891.237.69 35.17 20.09 sds3 GO:0032221//Rpd3S complex;GO:0033698//Rpd3L complex;GO:1990483//Clr6 histone deacetylase complex I'';GO:0070210//Rpd3L-Expanded complex;GO:0000790//nuclear chromatinGO:0042826//histone deacetylase bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006342//chromatin silencing;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0016575//histone deacetylationNA NP_594462.1//Clr6 histone deacetylase complex subunit Sds3 [Schizosaccharomyces pombe 972h-]Clr6 histone deacetylase complex subunit Sds3 (sds3), mRNA
2539021 NM_001022879.232.12 29.11 13.35 pet127 GO:0005740//mitochondrial envelope;GO:0005739//mitochondrionNA GO:0000959//mitochondrial RNA metabolic process;GO:0006396//RNA processing;GO:0000964//mitochondrial RNA 5'-end processing;GO:0000957//mitochondrial RNA catabolic process;GO:0043488//regulation of mRNA stability;GO:0007005//mitochondrion organizationNA NP_587887.1//mitochondrial RNA metabolism pathway protein Pet127 [Schizosaccharomyces pombe 972h-]RNA metabolism pathway protein Pet127 (pet127), mRNA
2538994 NM_001022765.322.87 21.03 10.36 SPCC553.01cGO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005737//cytoplasmNA NA NA NP_587772.3//meiotic chromosome segregation protein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC553.01c), mRNA
2542754 NM_001018516.224.16 24.42 7.87 SPAC1687.02GO:0005634//nucleus;GO:0005663//DNA replication factor C complex;GO:0031390//Ctf18 RFC-like complex;GO:0005783//endoplasmic reticulum;GO:0000790//nuclear chromatin;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005829//cytosol;GO:0031391//Elg1 RFC-like complex;GO:0031389//Rad17 RFC-like complex;GO:0043596//nuclear replication fork;GO:0043599//nuclear DNA replication factor C complexGO:0061860//DNA clamp unloader activity;GO:0003689//DNA clamp loader activity;GO:0005524//ATP binding;GO:0004222//metalloendopeptidase activity;GO:0004197//cysteine-type endopeptidase activityGO:0006272//leading strand elongation;GO:0007323//peptide pheromone maturation;GO:0007062//sister chromatid cohesion;GO:1903460//mitotic DNA replication leading strand elongation;GO:0006271//DNA strand elongation involved in DNA replication;GO:0070914//UV-damage excision repair;GO:0071586//CAAX-box protein processingK10755//replication factor C subunit 2/4NP_593120.1//CAAX prenyl protease (predicted) [Schizosaccharomyces pombe 972h-]putative CAAX prenyl protease (SPAC1687.02), mRNA
2541956 NM_001018567.224.33 24.39 7.21 SPAC139.03 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:1903931//positive regulation of pyrimidine-containing compound salvage;GO:0061414//positive regulation of transcription from RNA polymerase II promoter by a nonfermentable carbon sourceK14688//solute carrier family 30 (zinc transporter), member 1;K00480;K09241NP_593170.1//transcription factor, zf-fungal binuclear cluster type (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPAC139.03), mRNA
2539906 NM_001023786.222.24 21.94 14.43 SPBC16G5.17GO:0031965//nuclear membrane;GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0061414//positive regulation of transcription from RNA polymerase II promoter by a nonfermentable carbon sourceNA NP_596766.1//transcription factor, zf-fungal binuclear cluster type (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPBC16G5.17), mRNA
2540834 NM_001021640.221.2 17.56 15.56 SPBC18H10.18cGO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_595742.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC18H10.18c), mRNA
2541943 NM_001018543.244.56 34.26 22.01 hri2 GO:0005829//cytosolGO:0005524//ATP binding;GO:0004694//eukaryotic translation initiation factor 2alpha kinase activityGO:0071849//G1 cell cycle arrest in response to nitrogen starvation;GO:1990625//negative regulation of cytoplasmic translational initiation in response to stress;GO:0002183//cytoplasmic translational initiationK16196//eukaryotic translation initiation factor 2-alpha kinase 4 [EC:2.7.11.1];K16194//eukaryotic translation initiation factor 2-alpha kinase 1 [EC:2.7.11.1]NP_593146.1//eIF2 alpha kinase Hri2 [Schizosaccharomyces pombe 972h-]eIF2 alpha kinase Hri2 (hri2), mRNA
2541187 NM_001022251.229.93 31.92 22.31 plh1 GO:0009353//mitochondrial oxoglutarate dehydrogenase complex;GO:0005783//endoplasmic reticulum;GO:0097038//perinuclear endoplasmic reticulum;GO:0042645//mitochondrial nucleoid;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005811//lipid droplet;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0004149//dihydrolipoyllysine-residue succinyltransferase activity;GO:0046027//phospholipid:diacylglycerol acyltransferase activity;GO:0008374//O-acyltransferase activityGO:0010884//positive regulation of lipid storage;GO:0006672//ceramide metabolic process;GO:0006099//tricarboxylic acid cycle;GO:0033512//L-lysine catabolic process to acetyl-CoA via saccharopine;GO:0019915//lipid storage;GO:0140042//lipid droplet formation;GO:0006103//2-oxoglutarate metabolic process;GO:0046339//diacylglycerol metabolic process;GO:0019432//triglyceride biosynthetic processK00658//2-oxoglutarate dehydrogenase E2 component (dihydrolipoamide succinyltransferase) [EC:2.3.1.61];K00679NP_596330.2//phospholipid-diacylglycerol acyltransferase Plh1 [Schizosaccharomyces pombe 972h-]phospholipid--diacylglycerol acyltransferase Plh1 (plh1), mRNA
2543524 NM_001020391.227.88 26.06 14.92 SPAC4D7.07cGO:0005783//endoplasmic reticulum;GO:0044732//mitotic spindle pole body;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0007052//mitotic spindle organizationNA NP_594960.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC4D7.07c), mRNA
2543264 NM_001018936.235.19 38.71 44.68 itt1 GO:0005634//nucleus;GO:0000151//ubiquitin ligase complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activity;GO:0004842//ubiquitin-protein transferase activity;GO:0031624//ubiquitin conjugating enzyme bindingGO:1990580//regulation of cytoplasmic translational termination;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0032436//positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0000209//protein polyubiquitinationK11971//E3 ubiquitin-protein ligase RNF14 [EC:2.3.2.27]NP_593502.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (itt1), mRNA
2541102 NM_001021269.226.17 26.73 5.08 SPBC646.03 GO:0005739//mitochondrion;GO:0030956//glutamyl-tRNA(Gln) amidotransferase complex;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0050567//glutaminyl-tRNA synthase (glutamine-hydrolyzing) activity;GO:0016740//transferase activity;GO:0004040//amidase activityGO:0032543//mitochondrial translation;GO:0070681//glutaminyl-tRNAGln biosynthesis via transamidationK02433//aspartyl-tRNA(Asn)/glutamyl-tRNA(Gln) amidotransferase subunit A [EC:6.3.5.6 6.3.5.7]NP_595361.1//mitochondrial glutamyl-tRNA amidotransferase alpha subunit (predicted) [Schizosaccharomyces pombe 972h-]putative glutamyl-tRNA amidotransferase alpha subunit (SPBC646.03), mRNA
2538898 NM_001023066.230.54 27.67 28 tip41 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0007165//signal transduction;GO:0032516//positive regulation of phosphoprotein phosphatase activity;GO:0009968//negative regulation of signal transductionK17607//type 2A phosphatase activator TIP41NP_588074.1//TIP41-like type 2a phosphatase regulator Tip41 [Schizosaccharomyces pombe 972h-]TIP41-like type 2a phosphatase regulator Tip41 (tip41), mRNA
2540509 NM_001021839.249.69 45.82 22.38 SPBC21H7.06cGO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0061608//nuclear import signal receptor activityGO:0006606//protein import into nucleusNA NP_595931.1//inositol metabolism protein Opi10 (predicted) [Schizosaccharomyces pombe 972h-]putative inositol metabolism protein Opi10 (SPBC21H7.06c), mRNA
2538812 NM_001023173.223.56 27.71 15.43 SPCC622.11 GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membraneNA NA NA NP_588183.1//LMBR1-like membrane protein [Schizosaccharomyces pombe 972h-]LMBR1-like membrane protein (SPCC622.11), partial mRNA
2540860 NM_001021102.225.03 25.44 4.53 wpl1 GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0090695//Wpl/Pds5 cohesin loading/unloading complexGO:0003677//DNA binding;GO:0043008//ATP-dependent protein bindingGO:0051301//cell division;GO:0034183//negative regulation of maintenance of mitotic sister chromatid cohesion;GO:0060623//regulation of chromosome condensation;GO:1905411//positive regulation of mitotic cohesin unloading;GO:1905406//positive regulation of mitotic cohesin loading;GO:2000719//negative regulation of maintenance of mitotic sister chromatid cohesion, centromeric;GO:0045132//meiotic chromosome segregationNA NP_595195.1//WAPL family protein [Schizosaccharomyces pombe 972h-]WAPL family protein (wpl1), mRNA
2539860 NM_001022559.232.2 32.91 15.23 ppr1 GO:0005788//endoplasmic reticulum lumen;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0052706//histidine N-methyltransferase activity;GO:0044876//hercynylselenocysteine synthase;GO:0005509//calcium ion binding;GO:0004497//monooxygenase activity;GO:0030745//dimethylhistidine N-methyltransferase activity;GO:0061686//hercynylcysteine sulfoxide synthaseGO:0052699//ergothioneine biosynthetic process;GO:1903255//hercynylselenocysteine biosynthetic process;GO:1903253//hercynylcysteine sulfoxide biosynthetic process;GO:1903257//selenoneine biosynthetic process;GO:0051321//meiotic cell cycle;GO:0006412//translation;GO:0052707//N-alpha,N-alpha,N-alpha-trimethyl-L-histidine biosynthesis from histidine;GO:0140053//mitochondrial gene expression;GO:0007005//mitochondrion organizationK20246 NP_596638.1//mitochondrial PPR repeat protein Ppr1 [Schizosaccharomyces pombe 972h-]PPR repeat-containing protein Ppr1 (ppr1), mRNA
2541235 NM_001021469.230.37 30.27 33.58 SPBC8D2.12cGO:0005739//mitochondrionNA GO:0070131//positive regulation of mitochondrial translationNA NP_595574.1//mitochondrial translational activator of cytochrome C oxidase I (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome C oxidase subunit I translational activator (SPBC8D2.12c), mRNA
2543221 NM_001020050.229.55 29.18 55.67 SPAC637.04 GO:0051286//cell tip;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0006886//intracellular protein transport;GO:0006897//endocytosisK21845 NP_594622.1//cargo-transport protein Ypp1 (predicted) [Schizosaccharomyces pombe 972h-]putative cargo transport protein Ypp1 (SPAC637.04), mRNA
2542662 NM_001019896.229.48 27.65 14 SPAC25B8.07cGO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneNA GO:0033617//mitochondrial respiratory chain complex IV assemblyNA NP_594467.1//hypoxia induced family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC25B8.07c), mRNA
2542135 NM_001018391.224.93 26.49 15.75 ubp8 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0005654//nucleoplasmGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0006338//chromatin remodeling;GO:0016579//protein deubiquitination;GO:0016573//histone acetylation;GO:0035616//histone H2B conserved C-terminal lysine deubiquitinationK11366//ubiquitin carboxyl-terminal hydrolase 22/27/51 [EC:3.4.19.12]NP_592992.1//SAGA complex ubiquitin C-terminal hydrolase Ubp8 [Schizosaccharomyces pombe 972h-]SAGA complex ubiquitin Ubp8 (ubp8), mRNA
2539931 NM_001021921.219.91 17.62 11.04 SPBC12C2.09cGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0046872//metal ion binding;GO:0004872//receptor activityGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006631//fatty acid metabolic process;GO:0006882//cellular zinc ion homeostasisK07297//adiponectin receptorNP_596013.1//haemolysin-III family protein [Schizosaccharomyces pombe 972h-]hemolysin-III family protein (SPBC12C2.09c), mRNA
2542317 NM_001019466.227.39 26.71 25.96 SPAC16A10.01GO:0005783//endoplasmic reticulum;GO:0051286//cell tip;GO:0030428//cell septum;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0015171//amino acid transmembrane transporter activityNA K11245;K19849NP_594041.1//DUF1212 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC16A10.01), mRNA
2541316 NM_001022090.251.6 48.31 29.54 SPBP19A11.02cGO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA K19851;K01183//chitinase [EC:3.2.1.14]NP_596170.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBP19A11.02c), mRNA
2538788 NM_001023132.236.66 33.85 13.87 vtc4 GO:0031310//intrinsic component of vacuolar membrane;GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0033254//vacuolar transporter chaperone complex;GO:0016021//integral component of membraneGO:0008976//polyphosphate kinase activity;GO:0000822//inositol hexakisphosphate bindingGO:0006799//polyphosphate biosynthetic process;GO:0048016//inositol phosphate-mediated signaling;GO:0016237//lysosomal microautophagy;GO:0042144//vacuole fusion, non-autophagic;GO:0007034//vacuolar transportK02212//DNA replication licensing factor MCM4 [EC:3.6.4.12]NP_588142.1//vacuolar transporter chaperone (VTC) complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative transporter chaperone complex subunit vtc4 (vtc4), mRNA
2543511 NM_001019132.225.4 24.43 23.91 SPAC4G9.19GO:0016021//integral component of membraneGO:0030544//Hsp70 protein bindingGO:0030433//ubiquitin-dependent ERAD pathwayK03686//molecular chaperone DnaJ;K09512//DnaJ homolog subfamily B member 6;K09529//DnaJ homolog subfamily C member 9NP_593700.1//DNAJ domain protein DNAJB family (predicted) [Schizosaccharomyces pombe 972h-]putative DNAJB family protein (SPAC4G9.19), mRNA
2543240 NM_001019915.231.46 26.06 8.09 mrc1 GO:0005634//nucleus;GO:0043234//protein complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0043539//protein serine/threonine kinase activator activity;GO:0000403//Y-form DNA bindingGO:0072428//signal transduction involved in intra-S DNA damage checkpoint;GO:0033314//mitotic DNA replication checkpoint;GO:0031573//intra-S DNA damage checkpoint;GO:1903466//regulation of mitotic DNA replication initiation;GO:0072429//response to intra-S DNA damage checkpoint signaling;GO:0006260//DNA replicationK11272 NP_594486.1//mediator of replication checkpoint 1 [Schizosaccharomyces pombe 972h-]protein mrc1 (mrc1), mRNA
2543150 NM_001019028.135.73 29.65 31.37 SPAC607.08cGO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0016298//lipase activityGO:0016192//vesicle-mediated transportK14773//U3 small nucleolar RNA-associated protein 23;K03510//DNA polymerase iota [EC:2.7.7.7]NP_593597.1//DUF726 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC607.08c), partial mRNA
2540993 NM_001023764.234.09 33.24 7.29 alg6 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0042281//dolichyl pyrophosphate Man9GlcNAc2 alpha-1,3-glucosyltransferase activityGO:0006490//oligosaccharide-lipid intermediate biosynthetic process;GO:0006486//protein glycosylation;GO:0006487//protein N-linked glycosylationK03848//alpha-1,3-glucosyltransferase [EC:2.4.1.267]NP_596744.1//glucosyltransferase Alg6 (predicted) [Schizosaccharomyces pombe 972h-]putative glucosyltransferase Alg6 (alg6), mRNA
2542141 NM_001020029.225.23 24.57 17.37 pmc3 GO:0005634//nucleus;GO:0016592//mediator complex;GO:0005829//cytosolGO:0030295//protein kinase activator activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0032147//activation of protein kinase activity;GO:0006351//transcription, DNA-templatedNA NP_594601.1//mediator complex subunit Pmc3/Med27 [Schizosaccharomyces pombe 972h-]mediator complex subunit Pmc3/Med27 (pmc3), mRNA
2542879 NM_001019140.332.62 31.45 15.28 arb2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0033167//ARC complex;GO:0034507//chromosome, centromeric outer repeat regionGO:0035197//siRNA bindingGO:0033168//conversion of ds siRNA to ss siRNA involved in RNA interference;GO:0031048//chromatin silencing by small RNA;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0030702//chromatin silencing at centromereNA NP_593709.3//argonaute binding protein 2 [Schizosaccharomyces pombe 972h-]argonaute-binding protein 1 (arb2), mRNA
2540780 NM_001021533.2 28 24.74 19.24 jmj3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0048189//Lid2 complex;GO:0000790//nuclear chromatinGO:0051864//histone demethylase activity (H3-K36 specific)GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0016577//histone demethylationK19799;K19798NP_595639.1//Lid2 complex subunit, histone demethylase H3-K36 specific Jmj3 [Schizosaccharomyces pombe 972h-]Lid2 complex histone demethylase H3-K36 subunit Jmj3 (jmj3), mRNA
2540525 NM_001021733.228.92 31.66 35.75 ccc2 GO:0012510//trans-Golgi network transport vesicle membrane;GO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0004008//copper-exporting ATPase activity;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0005507//copper ion binding;GO:0000166//nucleotide binding;GO:0019829//cation-transporting ATPase activityGO:0006879//cellular iron ion homeostasis;GO:0006878//cellular copper ion homeostasis;GO:0030001//metal ion transport;GO:0060003//copper ion exportK17686//Cu+-exporting ATPase [EC:3.6.3.54]NP_595829.1//copper transporting ATPase Ccc2 (predicted) [Schizosaccharomyces pombe 972h-]putative Cu(2+) transporting ATPase Ccc2 (ccc2), partial mRNA
2542182 NM_001020198.223.11 22.8 30.59 atg4 GO:0005634//nucleus;GO:0005829//cytosolGO:0008234//cysteine-type peptidase activity;GO:0019786//Atg8-specific protease activity;GO:0004197//cysteine-type endopeptidase activityGO:0006612//protein targeting to membrane;GO:0006501//C-terminal protein lipidation;GO:0000422//autophagy of mitochondrion;GO:0051697//protein delipidation;GO:0006914//autophagy;GO:0044804//autophagy of nucleus;GO:0015031//protein transport;GO:0000045//autophagosome assembly;GO:0016236//macroautophagyK08342//cysteine protease ATG4 [EC:3.4.22.-]NP_594771.1//Atg8 deconjugator Atg4 (predicted) [Schizosaccharomyces pombe 972h-]putative Atg8 deconjugator Atg4 (atg4), mRNA
2539959 NM_001022125.224.74 22.57 8.13 SPBC1703.11GO:0005739//mitochondrion;GO:0005737//cytoplasmNA GO:0019216//regulation of lipid metabolic processK10356//myosin INP_596206.1//optic atrophy 3 family protein [Schizosaccharomyces pombe 972h-]optic atrophy 3 family protein (SPBC1703.11), mRNA
2541033 NM_001022584.225.9 26.55 19.83 dcp1 GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005845//mRNA cap binding complex;GO:0098745//Dcp1-Dcp2 complex;GO:0005829//cytosol;GO:0000932//P-bodyGO:0003723//RNA binding;GO:1990521//m7G(5')pppN diphosphatase activator activity;GO:0008047//enzyme activator activityGO:0006397//mRNA processing;GO:0031087//deadenylation-independent decapping of nuclear-transcribed mRNA;GO:0000184//nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0000290//deadenylation-dependent decapping of nuclear-transcribed mRNA;GO:0034428//nuclear-transcribed mRNA catabolic process, exonucleolytic, 5'-3'K12612;K12611//mRNA-decapping enzyme 1B [EC:3.-.-.-]NP_596662.1//mRNA decapping complex regulatory subunit Dcp1 [Schizosaccharomyces pombe 972h-]mRNA-decapping complex regulatory subunit Dcp1 (dcp1), mRNA
2540529 NM_001021738.233.35 27.04 25.77 SPBC29A3.06GO:0034388//Pwp2p-containing subcomplex of 90S preribosome;GO:0032040//small-subunit processomeNA GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processing;GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14553//U3 small nucleolar RNA-associated protein 18NP_595834.2//CGI-48 family (predicted) [Schizosaccharomyces pombe 972h-]putative CGI-48 family protein (SPBC29A3.06), partial mRNA
2539954 NM_001021357.224.44 26.86 7.15 cft2 GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005849//mRNA cleavage factor complexNA GO:0006379//mRNA cleavage;GO:0006378//mRNA polyadenylationK14402//cleavage and polyadenylation specificity factor subunit 2NP_595448.1//cleavage factor two Cft2/polyadenylation factor CPSF-73 (predicted) [Schizosaccharomyces pombe 972h-]putative cleavage/polyadenylation factor Cft2/CPSF-73 (cft2), partial mRNA
2539022 NM_001023190.229.59 26.74 11 ppr6 GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneGO:0003723//RNA binding;GO:0004519//endonuclease activityGO:0006412//translation;GO:0009451//RNA modification;GO:0140053//mitochondrial gene expression;GO:0007005//mitochondrion organizationNA NP_588200.1//hypothetical protein SPCC11E10.04 [Schizosaccharomyces pombe 972h-]PPR-repeat protein ppr6 (ppr6), mRNA
2539829 NM_001021800.222.99 23.24 5.7 nup85 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0005816//spindle pole body;GO:0005635//nuclear envelope;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0005719//nuclear euchromatin;GO:0031080//nuclear pore outer ring;GO:0005720//nuclear heterochromatinGO:0017056//structural constituent of nuclear pore;GO:1990188//euchromatin bindingGO:0006406//mRNA export from nucleus;GO:0006407//rRNA export from nucleus;GO:0006606//protein import into nucleus;GO:0045893//positive regulation of transcription, DNA-templatedK14304//nuclear pore complex protein Nup85NP_595893.1//nucleoporin Nup85 [Schizosaccharomyces pombe 972h-]nucleoporin Nup85 (nup85), mRNA
2539503 NM_001023068.229.39 27.81 16.71 cwf20 GO:0005634//nucleus;GO:0005681//spliceosomal complexNA GO:0045292//mRNA cis splicing, via spliceosomeNA NP_588076.1//complexed with Cdc5 protein Cwf20 [Schizosaccharomyces pombe 972h-]protein Cwf20 (cwf20), mRNA
2543044 NM_001019044.249.24 41.23 37.26 tip1 GO:1905721//mitotic spindle astral microtubule end;GO:1990752//microtubule end;GO:0051286//cell tip;GO:0005829//cytosol;GO:1904511//cytoplasmic microtubule plus-end;GO:1905759//post-anaphase array microtubule;GO:0051285//cell cortex of cell tipGO:0051010//microtubule plus-end binding;GO:0008017//microtubule bindingGO:0071964//establishment of cell polarity regulating cell shape;GO:0000226//microtubule cytoskeleton organization;GO:0034613//cellular protein localization;GO:1990896//protein localization to cell cortex of cell tip;GO:0000743//nuclear migration involved in conjugation with cellular fusion;GO:0031122//cytoplasmic microtubule organizationK20361;K04648//dynactin 1;K18715NP_593613.1//CLIP170 family protein Tip1 [Schizosaccharomyces pombe 972h-]CLIP170 family protein Tip1 (tip1), mRNA
2539057 NM_001023526.26.87 7.53 46.74 SPCC70.04c GO:0031965//nuclear membrane;GO:0005635//nuclear envelope;GO:0016021//integral component of membraneNA NA NA NP_588538.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC70.04c), mRNA
2540257 NM_001022074.240.38 42.86 32.79 tfb5 GO:0005675//holo TFIIH complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000439//core TFIIH complexNA GO:0006355//regulation of transcription, DNA-templated;GO:0070816//phosphorylation of RNA polymerase II C-terminal domain;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0006366//transcription from RNA polymerase II promoter;GO:0006289//nucleotide-excision repairK10845//TFIIH basal transcription factor complex TTD-A subunitNP_596155.1//transcription factor TFIIH complex subunit Tfb5 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor TFIIH complex subunit Tfb5 (tfb5), mRNA
2541645 NM_001019983.230.88 28.4 17.49 SPAC1527.03GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005844//polysomeGO:0003723//RNA bindingGO:0002181//cytoplasmic translationK18757//la-related protein 1NP_594554.1//RNA-binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein (SPAC1527.03), mRNA
2543369 NM_001018955.225.53 27.75 55.21 SPAPB1A10.07cGO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015194//L-serine transmembrane transporter activityGO:0006658//phosphatidylserine metabolic process;GO:0030148//sphingolipid biosynthetic processNA NP_593521.1//sphingolipid biosynthesis protein (predicted) [Schizosaccharomyces pombe 972h-]putative sphingolipid biosynthesis protein (SPAPB1A10.07c), mRNA
2541744 NM_001019861.222.08 23.25 7.78 SPAC23A1.02cGO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0016787//hydrolase activityGO:0006506//GPI anchor biosynthetic process;GO:0006888//ER to Golgi vesicle-mediated transportNA NP_594432.1//phosphoprotein phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoprotein phosphatase (SPAC23A1.02c), partial mRNA
2541597 NM_001019996.226.84 28.12 13.58 SPAC29E6.09GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_594567.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC29E6.09), mRNA
2540826 NM_001021377.230.57 26.34 20.15 SPBC409.17cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_595467.1//DUF1769 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC409.17c), mRNA
2540530 NM_001022230.221.04 18.17 44.43 SPBC405.05 GO:0005829//cytosol;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membrane;GO:0005737//cytoplasmNA GO:0006501//C-terminal protein lipidation;GO:0051321//meiotic cell cycle;GO:0015031//protein transport;GO:0016236//macroautophagyNA NP_596308.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC405.05), mRNA
2543536 NM_001018890.223.2 21.12 15.11 ggt1 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0102953//hypoglycin A gamma-glutamyl transpeptidase activity;GO:0036374//glutathione hydrolase activityGO:0006751//glutathione catabolic process;GO:1990748//cellular detoxificationK18592//gamma-glutamyltranspeptidase / glutathione hydrolase / leukotriene-C4 hydrolase [EC:2.3.2.2 3.4.19.13 3.4.19.14]NP_593457.1//gamma-glutamyltranspeptidase Ggt1 [Schizosaccharomyces pombe 972h-]gamma-glutamyltranspeptidase Ggt1 (ggt1), mRNA
2542738 NM_001019908.229.52 35 33.04 SPAC25B8.19cGO:0005634//nucleusGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046872//metal ion binding;GO:0003676//nucleic acid binding;GO:0001078//transcriptional repressor activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0034225//regulation of transcription from RNA polymerase II promoter in response to zinc ion starvation;GO:0006882//cellular zinc ion homeostasisK21597;K21543NP_594479.2//transcription factor zf-C2H2 type (predicted) [Schizosaccharomyces pombe 972h-]putative zf-C2H2 type transcription factor (SPAC25B8.19c), mRNA
2541882 NM_001018380.225.18 24.58 6 SPAC2F7.09cGO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0042254//ribosome biogenesis;GO:0061668//mitochondrial ribosome assemblyK19829 NP_592980.1//hypothetical protein SPAC2F7.09c [Schizosaccharomyces pombe 972h-]putative GTPase-like protein (SPAC2F7.09c), partial mRNA
2540691 NM_001022290.221.27 19.47 10.57 nrl1 GO:0005634//nucleus;GO:0071013//catalytic step 2 spliceosomeNA GO:0006396//RNA processing;GO:1902802//regulation of heterochromatin domain assemblyNA NP_596369.1//NRDE-2 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative NRDE-2 family protein (nrl1), mRNA
2542176 NM_001018331.233.09 28.04 9.87 dre4 GO:0005684//U2-type spliceosomal complex;GO:0005685//U1 snRNP;GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005829//cytosolGO:0003723//RNA bindingGO:0006260//DNA replication;GO:0045292//mRNA cis splicing, via spliceosomeK12824//transcription elongation regulator 1NP_592930.1//splicing associated factor Dre4 [Schizosaccharomyces pombe 972h-]splicing-associated factor Dre4 (dre4), mRNA
2540345 NM_001022085.230.68 28.58 13.34 uve1 GO:0005634//nucleus;GO:0005739//mitochondrionGO:0000404//heteroduplex DNA loop binding;GO:0004519//endonuclease activity;GO:1990043//5' deoxyribonuclease (pyrimidine dimer) activityGO:1990731//UV-damage excision repair, DNA incision;GO:0006298//mismatch repair;GO:0043504//mitochondrial DNA repair;GO:0070914//UV-damage excision repair;GO:0006290//pyrimidine dimer repair;GO:0006289//nucleotide-excision repairK13281 NP_596165.1//endonuclease Uve1 [Schizosaccharomyces pombe 972h-]endonuclease Uve1 (uve1), mRNA
2539925 NM_001356250.119.62 18.39 13.26 SPBC16H5.13GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_595934.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WDR7-like protein (SPBC16H5.13), mRNA
2540617 NM_001022520.228.81 30.38 20.91 git1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0032153//cell division siteGO:0004871//signal transducer activityGO:0010619//adenylate cyclase-activating glucose-activated G-protein coupled receptor signaling pathway;GO:0045014//negative regulation of transcription by glucose;GO:0043950//positive regulation of cAMP-mediated signalingNA NP_596600.1//C2 domain protein Git1 [Schizosaccharomyces pombe 972h-]C2 domain protein Git1 (git1), partial mRNA
2538915 NM_001023115.225.2 21.24 11.38 SPCC23B6.02cGO:0016020//membrane;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursor;GO:0005737//cytoplasmNA GO:0000055//ribosomal large subunit export from nucleusNA NP_588125.2//pre-ribosomal factor (predicted) [Schizosaccharomyces pombe 972h-]putative pre-ribosomal factor (SPCC23B6.02c), mRNA
2538855 NM_001022881.226.15 26.13 8.27 ung1 GO:0005634//nucleus;GO:0005739//mitochondrionGO:0004844//uracil DNA N-glycosylase activityGO:0006284//base-excision repair;GO:0006281//DNA repair;GO:0097510//base-excision repair, AP site formation via deaminated base removalK03648//uracil-DNA glycosylase [EC:3.2.2.27]NP_587889.1//uracil DNA N-glycosylase Ung1 [Schizosaccharomyces pombe 972h-]uracil DNA N-glycosylase Ung1 (ung1), mRNA

NR_150951.1 NR_150951.1 24.08 36.53 72.39 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl58), miscRNA
2540188 NM_001021480.233.16 38.37 13.3 SPBC17A3.02GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneNA NA NA NP_595584.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC17A3.02), mRNA
2541497 NM_001019274.229.2 25.89 11.54 SPAC7D4.13cGO:0005739//mitochondrionNA NA NA NP_593845.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC7D4.13c), mRNA
2542626 NM_001018345.226.64 25.85 25.15 SPAC24H6.08GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_592944.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC24H6.08), mRNA
2540383 NM_001021005.233.76 42.54 13.63 pmr1 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0005524//ATP binding;GO:0005388//calcium-transporting ATPase activity;GO:0005509//calcium ion binding;GO:0015410//manganese-transporting ATPase activityGO:0070588//calcium ion transmembrane transport;GO:0071421//manganese ion transmembrane transport;GO:0061454//release of sequestered calcium ion into cytosol by GolgiK01537//Ca2+-transporting ATPase [EC:3.6.3.8]NP_595098.1//P-type ATPase, calcium transporting Pmr1 [Schizosaccharomyces pombe 972h-]P-type calcium transport ATPase Pmr1 (pmr1), mRNA
2543675 NM_001356204.133.94 34.25 30.76 spt20 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003712//transcription cofactor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016573//histone acetylation;GO:0006366//transcription from RNA polymerase II promoterK11361 NP_594963.1//SAGA complex subunit Spt20 [Schizosaccharomyces pombe 972h-]SAGA complex subunit Spt20 (spt20), mRNA
2542470 NM_001019848.210.7 11.27 9.77 SPAC19G12.04GO:0005634//nucleus;GO:0005829//cytosolGO:0050385//ureidoglycolate lyase activity;GO:0004848//ureidoglycolate hydrolase activityGO:0000256//allantoin catabolic process;GO:0006145//purine nucleobase catabolic processK01483 NP_594419.1//ureidoglycolate hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative ureidoglycolate hydrolase (SPAC19G12.04), mRNA
2539718 NM_001022117.232.49 29.27 19.95 SPBC1703.03cGO:0005634//nucleus;GO:0005829//cytosolGO:0051082//unfolded protein bindingGO:0006606//protein import into nucleus;GO:0042273//ribosomal large subunit biogenesisNA NP_596198.1//ARM-like repeat-containing protein [Schizosaccharomyces pombe 972h-]ARM-like repeat-containing protein (SPBC1703.03c), mRNA
2539921 NM_001021686.225.92 26.5 7.74 coa1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasm;GO:0031305//integral component of mitochondrial inner membraneNA GO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0043248//proteasome assemblyK18173//cytochrome c oxidase assembly factor 1NP_595785.1//cytochrome oxidase complex assembly protein coa1 [Schizosaccharomyces pombe 972h-]cytochrome oxidase complex assembly protein coa1 (coa1), mRNA
2543467 NM_001019490.221.97 22.67 18.43 srb8 GO:0034967//Set3 complex;GO:0016592//mediator complexGO:0001104//RNA polymerase II transcription cofactor activity;GO:0001105//RNA polymerase II transcription coactivator activityGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:1900387//negative regulation of cell-cell adhesion by negative regulation of transcription from RNA polymerase II promoter;GO:0016575//histone deacetylationK15163 NP_594066.2//mediator complex subunit Srb8 [Schizosaccharomyces pombe 972h-]mediator complex subunit Srb8 (srb8), partial mRNA
2538776 NM_001023519.231.2 26.58 16.7 SPCC1494.06cGO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0033680//ATP-dependent DNA/RNA helicase activity;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0003676//nucleic acid binding;GO:0004003//ATP-dependent DNA helicase activityGO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0010501//RNA secondary structure unwinding;GO:0006364//rRNA processingK14810//ATP-dependent RNA helicase DDX56/DBP9 [EC:3.6.4.13]NP_588531.1//ATP-dependent RNA helicase Dbp9 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Dbp9 (SPCC1494.06c), mRNA
2542411 NM_001020197.228.77 25.88 29.56 SPAC19B12.07cGO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0000979//RNA polymerase II core promoter sequence-specific DNA binding;GO:0003676//nucleic acid bindingNA K11436//type I protein arginine methyltransferase [EC:2.1.1.319];K14816//pre-60S factor REI1NP_594770.1//zinc finger protein [Schizosaccharomyces pombe 972h-]zinc finger protein (SPAC19B12.07c), mRNA
2543431 NM_001018299.228.03 29.45 40.35 SPAC630.04cGO:0005885//Arp2/3 protein complex;GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0003779//actin binding;GO:0005524//ATP bindingGO:1903475//mitotic actomyosin contractile ring assembly;GO:0034314//Arp2/3 complex-mediated actin nucleation;GO:0044396//actin cortical patch organization;GO:0006897//endocytosis;GO:0051666//actin cortical patch localization;GO:0030041//actin filament polymerizationK18584//actin-related protein 3NP_592898.1//actin-like protein Arp3 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC630.04c), mRNA
2542768 NM_001019282.226.85 26.36 37.13 alg3 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0004584//dolichyl-phosphate-mannose-glycolipid alpha-mannosyltransferase activity;GO:0000033//alpha-1,3-mannosyltransferase activity;GO:0052925//dol-P-Man:Man(5)GlcNAc(2)-PP-Dol alpha-1,3-mannosyltransferase activityGO:0006486//protein glycosylation;GO:0006488//dolichol-linked oligosaccharide biosynthetic processK03845//alpha-1,3-mannosyltransferase [EC:2.4.1.258]NP_593853.1//dolichol-P-Man dependent alpha(1-3) mannosyltransferase Alg3 (predicted) [Schizosaccharomyces pombe 972h-]putative dolichol-P-Man-dependent alpha(1-3) mannosyltransferase Alg3 (alg3), mRNA
2541609 NM_001020161.236.94 33 25.81 sap145 GO:0005684//U2-type spliceosomal complex;GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0071011//precatalytic spliceosome;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasm;GO:0071013//catalytic step 2 spliceosomeGO:0003723//RNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0000245//spliceosomal complex assemblyK12829//splicing factor 3B subunit 2NP_594733.1//U2 snRNP-associated protein Sap145 (predicted) [Schizosaccharomyces pombe 972h-]putative U2 snRNP-associated protein Sap145 (sap145), mRNA
2540658 NM_001021714.226.47 24.25 5.83 SPBC1A4.11cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_595811.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1A4.11c), mRNA
2540735 NM_001021529.223.31 21.47 6.95 tas3 GO:1990707//nuclear subtelomeric heterochromatin;GO:0005634//nucleus;GO:0005816//spindle pole body;GO:0030958//RITS complex;GO:0031934//mating-type region heterochromatin;GO:0031618//nuclear pericentric heterochromatin;GO:0005737//cytoplasmNA GO:0031048//chromatin silencing by small RNA;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0007059//chromosome segregation;GO:0034613//cellular protein localization;GO:0007049//cell cycle;GO:0090052//regulation of chromatin silencing at centromereK11597;K11294//nucleolinNP_595635.1//RITS complex subunit 3 [Schizosaccharomyces pombe 972h-]RITS complex subunit 3 (tas3), mRNA
2543663 NM_001019305.229.15 28.34 12.73 SPAC644.07 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0042623//ATPase activity, coupledGO:0034551//mitochondrial respiratory chain complex III assemblyK08900//mitochondrial chaperone BCS1NP_593875.1//mitochondrial Rieske ISP assembly ATPase (predicted) [Schizosaccharomyces pombe 972h-]putative iron-sulfur protein assembly ATPase (SPAC644.07), mRNA
2542372 NM_001018405.222.3 21.38 16.28 SPAC1F3.03 GO:0051286//cell tip;GO:0005634//nucleus;GO:0032153//cell division site;GO:0005737//cytoplasm;GO:0005829//cytosol;GO:0043234//protein complex;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0000149//SNARE binding;GO:0046872//metal ion binding;GO:0019905//syntaxin binding;GO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0030010//establishment of cell polarity;GO:0017157//regulation of exocytosis;GO:0007264//small GTPase mediated signal transduction;GO:0050708//regulation of protein secretion;GO:0030490//maturation of SSU-rRNA;GO:0006893//Golgi to plasma membrane transport;GO:0006887//exocytosisK09140//pre-rRNA-processing protein TSR3;K08518//syntaxin-binding protein 5NP_593006.1//Lgl family protein (predicted) [Schizosaccharomyces pombe 972h-]putative Lgl family protein (SPAC1F3.03), mRNA
2539405 NM_001022763.227.57 22.75 9.04 pex1 GO:0005829//cytosol;GO:0005777//peroxisome;GO:0005737//cytoplasm;GO:0005778//peroxisomal membraneGO:0005524//ATP binding;GO:0046982//protein heterodimerization activity;GO:0042623//ATPase activity, coupled;GO:0016887//ATPase activityGO:0016562//protein import into peroxisome matrix, receptor recycling;GO:0006625//protein targeting to peroxisomeK13338//peroxin-1NP_587770.1//AAA family ATPase Pex1 (predicted) [Schizosaccharomyces pombe 972h-]putative AAA family ATPase Pex1 (pex1), mRNA
2541694 NM_001019775.114.55 15.99 3.52 spc2 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005787//signal peptidase complexGO:0008233//peptidase activityGO:0045047//protein targeting to ER;GO:0006465//signal peptide processingNA NP_594354.1//signal peptidase subunit Spc2 (predicted) [Schizosaccharomyces pombe 972h-]putative signal peptidase subunit Spc2 (spc2), partial mRNA
9407200 NM_001356074.131.62 33.39 15.83 SPAC6F6.19 GO:0005634//nucleus;GO:0000776//kinetochoreGO:0003723//RNA binding;GO:0003676//nucleic acid bindingNA NA XP_002742509.1//RNA-binding protein, G-patch type [Schizosaccharomyces pombe 972h-]G-patch type RNA-binding protein (SPAC6F6.19), partial mRNA
2543196 NM_001019368.229.64 24.81 22.4 SPAC3F10.08cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasmNA GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingNA NP_593940.1//rRNA processing protein Faf1 (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA processing protein Faf1 (SPAC3F10.08c), mRNA
2541670 NM_001018340.226.04 19.92 25.49 SPAC24H6.13GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membraneNA GO:0006811//ion transport;GO:0006893//Golgi to plasma membrane transportK21989//calcium permeable stress-gated cation channelNP_592939.1//DUF221 family protein implicated in Golgi to plasma membrane transport (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC24H6.13), mRNA
2540369 NM_001021445.226.92 22.92 18.99 SPBC27B12.02GO:0005654//nucleoplasm;GO:0034506//chromosome, centromeric core domain;GO:0000778//condensed nuclear chromosome kinetochore;GO:0005739//mitochondrion;GO:0098654//CENP-A recruiting complexNA GO:0000070//mitotic sister chromatid segregation;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0071459//protein localization to chromosome, centromeric regionNA NP_595535.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC27B12.02), mRNA

NR_150166.1 NR_150166.1 16.25 13.69 12.19 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1297), miscRNA
2539946 NM_001021841.227.01 28.38 15.29 SPBC16H5.14cGO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005789//endoplasmic reticulum membraneGO:0016491//oxidoreductase activityNA K16066;K06123;K14729//multifunctional beta-oxidation protein [EC:4.2.1.- 1.1.1.-]NP_595933.1//short chain dehydrogenase DHRS family (predicted) [Schizosaccharomyces pombe 972h-]putative DHRS family dehydrogenase (SPBC16H5.14c), mRNA
2539591 NM_001355923.127.66 25.24 12.3 omh3 GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0031932//TORC2 complex;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0000026//alpha-1,2-mannosyltransferase activity;GO:0000030//mannosyltransferase activityGO:0000032//cell wall mannoprotein biosynthetic process;GO:0038203//TORC2 signaling;GO:0006486//protein glycosylation;GO:0035269//protein O-linked mannosylation;GO:0051321//meiotic cell cycle;GO:0006487//protein N-linked glycosylationK10967//alpha 1,2-mannosyltransferase [EC:2.4.1.-]NP_588254.1//TORC2 subunit Bit61 [Schizosaccharomyces pombe 972h-]putative alpha-1,2-mannosyltransferase Omh3 (omh3), mRNA
2542333 NM_001019649.225.04 23.85 23.71 SPAC16E8.13GO:0005829//cytosolGO:0043130//ubiquitin binding;GO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activity;GO:0008139//nuclear localization sequence bindingGO:0045471//response to ethanol;GO:0023051//regulation of signalingK10632//BRCA1-associated protein [EC:2.3.2.27]NP_594226.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPAC16E8.13), mRNA
2539352 NM_001023200.231.23 29.23 18.28 ccq1 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0000784//nuclear chromosome, telomeric region;GO:0043234//protein complex;GO:0035974//meiotic spindle pole body;GO:0000782//telomere cap complex;GO:0070187//shelterin complex;GO:0070823//HDA1 complexNA GO:0006348//chromatin silencing at telomere;GO:0032206//positive regulation of telomere maintenance;GO:0045141//meiotic telomere clustering;GO:0016233//telomere capping;GO:0048239//negative regulation of DNA recombination at telomere;GO:0032212//positive regulation of telomere maintenance via telomerase;GO:0034613//cellular protein localization;GO:0016575//histone deacetylation;GO:1905324//telomere-telomerase complex assembly;GO:0000723//telomere maintenance;GO:0045132//meiotic chromosome segregationK20361;K12575NP_588210.1//telomere maintenance protein Ccq1 [Schizosaccharomyces pombe 972h-]telomere maintenance protein Ccq1 (ccq1), mRNA
2539469 NM_001023489.224.89 24.78 9.09 SPCC790.03 GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0004252//serine-type endopeptidase activityGO:0035103//sterol regulatory element binding protein cleavageK05289//glycosylphosphatidylinositol transamidaseNP_588499.2//rhomboid family protease [Schizosaccharomyces pombe 972h-]rhomboid family protease (SPCC790.03), mRNA
2540514 NM_001022461.224.97 19.59 14.26 utp4 GO:0072686//mitotic spindle;GO:0030686//90S preribosome;GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0034455//t-UTP complexGO:0030515//snoRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0045943//positive regulation of transcription from RNA polymerase I promoter;GO:0006351//transcription, DNA-templated;GO:0030490//maturation of SSU-rRNAK14548//U3 small nucleolar RNA-associated protein 4NP_596540.1//U3 snoRNP protein Utp4 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP protein Utp4 (utp4), mRNA
2540090 NM_001021824.225.04 22.96 7.64 SPBC14C8.13GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosolGO:0000182//rDNA binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0000166//nucleotide bindingGO:0042790//transcription of nuclear large rRNA transcript from RNA polymerase I promoter;GO:0009303//rRNA transcriptionK02331//DNA polymerase phi [EC:2.7.7.7]NP_595917.1//DNA polymerase phi [Schizosaccharomyces pombe 972h-]SRR1 family protein (SPBC14C8.13), mRNA
2543339 NM_001018309.225.31 25.99 16 tsc2 GO:0033596//TSC1-TSC2 complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005096//GTPase activator activityGO:0032007//negative regulation of TOR signaling;GO:1905534//positive regulation of leucine import across plasma membrane;GO:0032091//negative regulation of protein binding;GO:1905589//positive regulation of L-arginine import across plasma membrane;GO:0034613//cellular protein localization;GO:0051056//regulation of small GTPase mediated signal transduction;GO:1904262//negative regulation of TORC1 signaling;GO:2000134//negative regulation of G1/S transition of mitotic cell cycleNA NP_592909.1//tuberin [Schizosaccharomyces pombe 972h-]tuberin (tsc2), mRNA
2540656 NM_001022530.280.66 89.84 30.22 ssn6 GO:0005634//nucleus;GO:0090568//nuclear transcriptional repressor complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmNA GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006342//chromatin silencing;GO:0006351//transcription, DNA-templated;GO:0016584//nucleosome positioningK06665 NP_596609.1//transcriptional corepressor Ssn6 [Schizosaccharomyces pombe 972h-]transcriptional corepressor Ssn6 (ssn6), mRNA
2541720 NM_001019232.260.02 64.84 29.02 gpa2 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005834//heterotrimeric G-protein complex;GO:0005829//cytosol;GO:0032153//cell division siteGO:0031683//G-protein beta/gamma-subunit complex binding;GO:0010856//adenylate cyclase activator activity;GO:0046872//metal ion binding;GO:0001664//G-protein coupled receptor binding;GO:0004871//signal transducer activity;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0010619//adenylate cyclase-activating glucose-activated G-protein coupled receptor signaling pathway;GO:0045014//negative regulation of transcription by glucose;GO:1903759//signal transduction involved in regulation of aerobic respirationK04630//guanine nucleotide-binding protein G(i) subunit alphaNP_593803.1//heterotrimeric G protein alpha-2 subunit Gpa2 [Schizosaccharomyces pombe 972h-]heterotrimeric G protein alpha-2 subunit Gpa2 (gpa2), mRNA
2538920 NM_001023494.239.07 39.67 25.31 SPCC1840.05cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0008973//phosphopentomutase activity;GO:0004614//phosphoglucomutase activity;GO:0016868//intramolecular transferase activity, phosphotransferasesGO:0006006//glucose metabolic process;GO:0005975//carbohydrate metabolic processK01835//phosphoglucomutase [EC:5.4.2.2]NP_588504.1//phosphoglucomutase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoglucomutase (SPCC1840.05c), mRNA
2538865 NM_001355931.116.09 13.72 2.78 SPCC191.06 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0070694//deoxyribonucleoside 5'-monophosphate N-glycosidase activity;GO:0050144//nucleoside deoxyribosyltransferase activityGO:0009159//deoxyribonucleoside monophosphate catabolic processNA NP_588294.1//nucleoside 2-deoxyribosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC191.06), mRNA
2539545 NM_001023070.228.22 31.29 27.14 set9 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0032153//cell division siteGO:0031491//nucleosome binding;GO:0042799//histone methyltransferase activity (H4-K20 specific)GO:0006342//chromatin silencing;GO:0007095//mitotic G2 DNA damage checkpoint;GO:0034770//histone H4-K20 methylation;GO:0034613//cellular protein localizationK11429//histone-lysine N-methyltransferase SUV420H [EC:2.1.1.43];K22075//BolA-like protein 3NP_588078.1//histone lysine methyltransferase Set9 [Schizosaccharomyces pombe 972h-]histone lysine methyltransferase Set9 (set9), mRNA

NR_150575.1 NR_150575.1 25.89 19.79 1.61 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1679), miscRNA
2542393 NM_001019682.228.99 29.21 103.52 cul1 GO:0005829//cytosol;GO:0019005//SCF ubiquitin ligase complex;GO:0043224//nuclear SCF ubiquitin ligase complexGO:0031625//ubiquitin protein ligase bindingGO:0051301//cell division;GO:0031146//SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:1903467//negative regulation of mitotic DNA replication initiation;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0007049//cell cycleK03347//cullin 1NP_594259.1//cullin 1 [Schizosaccharomyces pombe 972h-]cullin 1 (cul1), partial mRNA
2541953 NM_001018844.223.32 24.19 11.14 SPAP27G11.07cGO:0000408//EKC/KEOPS complex;GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005829//cytosolGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0016887//ATPase activityGO:0002949//tRNA threonylcarbamoyladenosine modification;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0070525//tRNA threonylcarbamoyladenosine metabolic processK08851//TP53 regulating kinase and related kinases [EC:2.7.11.1]NP_593411.1//serine/threonine protein kinase (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase (SPAP27G11.07c), mRNA
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2543554 NM_001019768.231.49 31.15 19.41 ppc89 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005737//cytoplasmGO:0005198//structural molecule activity;GO:0008017//microtubule bindingGO:0000070//mitotic sister chromatid segregation;GO:0051321//meiotic cell cycle;GO:0007052//mitotic spindle organization;GO:0034613//cellular protein localizationK20361 NP_594347.1//spindle pole body protein Ppc89 [Schizosaccharomyces pombe 972h-]protein Ppc89 (ppc89), mRNA
NR_151241.1 NR_151241.1 19.39 23.65 163.39 NA GO:0005887//integral component of plasma membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneGO:0015200//methylammonium transmembrane transporter activity;GO:0008519//ammonium transmembrane transporter activityGO:0072489//methylammonium transmembrane transport;GO:0072488//ammonium transmembrane transportK03320//ammonium transporter, Amt familyNP_593983.1//ammonium transporter Amt3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.859), miscRNA

2538714 NM_001022706.125.9 28.44 18.92 btb1 GO:0000151//ubiquitin ligase complex;GO:0043234//protein complexNA GO:0070647//protein modification by small protein conjugation or removal;GO:0016567//protein ubiquitinationK11493//regulator of chromosome condensationNP_587711.1//BTB/POZ domain protein Btb1 [Schizosaccharomyces pombe 972h-]BTB/POZ domain protein Btb1 (btb1), partial mRNA
2542509 NM_001019618.227.98 27.23 69.22 sod22 GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015385//sodium:proton antiporter activityGO:0030004//cellular monovalent inorganic cation homeostasis;GO:0035725//sodium ion transmembrane transport;GO:0030007//cellular potassium ion homeostasis;GO:0036376//sodium ion export across plasma membraneK03316 NP_594194.1//plasma membrane alkali metal cation/H+ antiporter Sod22 [Schizosaccharomyces pombe 972h-]plasma membrane alkali metal cation/H+ antiporter Sod22 (sod22), mRNA
2540245 NM_001022500.241.34 37.99 28.56 SPBC31F10.17cGO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005829//cytosol;GO:0034044//exomer complex;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0006896//Golgi to vacuole transport;GO:0043001//Golgi to plasma membrane protein transport;GO:0034221//fungal-type cell wall chitin biosynthetic processK19881 NP_596579.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC31F10.17c), mRNA
2540474 NM_001022574.227.16 23.86 17.54 snf59 GO:0005634//nucleus;GO:0016514//SWI/SNF complex;GO:0000790//nuclear chromatinNA GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templatedK11761 NP_596652.1//SWI/SNF complex subunit Snf59 [Schizosaccharomyces pombe 972h-]SWI/SNF complex subunit Snf59 (snf59), mRNA

NR_151157.1 NR_151157.1 21.01 20.57 7.61 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.781), miscRNA
2540992 NM_001023768.225.6 24.17 10.36 crb2 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0042393//histone binding;GO:0042802//identical protein bindingGO:0007095//mitotic G2 DNA damage checkpoint;GO:1902402//signal transduction involved in mitotic DNA damage checkpoint;GO:0010569//regulation of double-strand break repair via homologous recombination;GO:0033314//mitotic DNA replication checkpoint;GO:0006469//negative regulation of protein kinase activity;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0045739//positive regulation of DNA repair;GO:0008156//negative regulation of DNA replicationK06661;K15322//tRNA-splicing endonuclease subunit Sen2 [EC:3.1.27.9]NP_596748.1//DNA repair protein [Schizosaccharomyces pombe 972h-]DNA repair protein (crb2), mRNA
2539412 NM_001023360.230.6 28.15 23.22 SPCC737.07cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005658//alpha DNA polymerase:primase complex;GO:0043596//nuclear replication fork;GO:0033203//DNA helicase A complexGO:0005524//ATP binding;GO:0043141//ATP-dependent 5'-3' DNA helicase activityGO:1903459//mitotic DNA replication lagging strand elongationK19783 NP_588369.1//DNA polymerase alpha-associated DNA helicase A (predicted) [Schizosaccharomyces pombe 972h-]putative DNA polymerase alpha-associated DNA helicase A (SPCC737.07c), mRNA
9407256 NM_001356146.127.09 30.69 13.65 SPAC27E2.14NA NA NA NA XP_002742513.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC27E2.14), mRNA
2539451 NM_001022977.219.61 15.56 13.68 SPCC63.13 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0030544//Hsp70 protein bindingNA K09510//DnaJ homolog subfamily B member 4;K17497//phosphomannomutase [EC:5.4.2.8];K09512//DnaJ homolog subfamily B member 6;K17867//diphthamide biosynthesis protein 4NP_587986.1//DNAJ domain protein [Schizosaccharomyces pombe 972h-]DNAJ domain protein (SPCC63.13), mRNA
2542968 NM_001020358.225.96 26.34 17.95 SPAC11E3.02cGO:0051286//cell tip;GO:0005829//cytosol;GO:0032153//cell division siteNA GO:0006887//exocytosisNA NP_594926.1//C2 domain protein [Schizosaccharomyces pombe 972h-]C2 domain protein (SPAC11E3.02c), mRNA
9406926 NM_001355895.120.67 21.61 9.29 ten1 GO:0005724//nuclear telomeric heterochromatin;GO:1990879//CST complex;GO:0000782//telomere cap complexGO:0043047//single-stranded telomeric DNA bindingGO:0016233//telomere cappingNA XP_002788950.1//nuclear telomere cap complex subunit Ten1 [Schizosaccharomyces pombe 972h-]nuclear telomere cap complex subunit Ten1 (ten1), partial mRNA

NR_150985.1 NR_150985.1 22.67 23.31 51.43 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellular;GO:0005758//mitochondrial intermembrane space;GO:0005743//mitochondrial inner membrane;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0003682//chromatin binding;GO:0016909//SAP kinase activity;GO:0005516//calmodulin binding;GO:0004707//MAP kinase activityGO:1903715//regulation of aerobic respiration;GO:1903643//positive regulation of recombination hotspot binding;GO:0010972//negative regulation of G2/M transition of mitotic cell cycle;GO:0006972//hyperosmotic response;GO:0010793//regulation of mRNA export from nucleus;GO:0036283//positive regulation of transcription factor import into nucleus in response to oxidative stress;GO:0046685//response to arsenic-containing substance;GO:0061393//positive regulation of transcription from RNA polymerase II promoter in response to osmotic stress;GO:0010520//regulation of reciprocal meiotic recombination;GO:0016241//regulation of macroautophagy;GO:1990497//regulation of cytoplasmic translation in response to stress;GO:0035065//regulation of histone acetylation;GO:0033262//regulation of nuclear cell cycle DNA replication;GO:0006351//transcription, DNA-templated;GO:1903694//positive regulation of mitotic G1 cell cycle arrest in response to nitrogen starvation;GO:0034605//cellular response to heat;GO:0071470//cellular response to osmotic stress;GO:0007231//osmosensory signaling pathway;GO:0034599//cellular response to oxidative stress;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0036091//positive regulation of transcription from RNA polymerase II promoter in response to oxidative stress;GO:0051445//regulation of meiotic cell cycle;GO:0051403//stress-activated MAPK cascade;GO:2001165//positive regulation of phosphorylation of RNA polymerase II C-terminal domain serine 2 residues;GO:0071473//cellular response to cation stressK04441//p38 MAP kinase [EC:2.7.11.24]NP_592843.1//MAP kinase Sty1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.622), miscRNA
2542596 NM_001020230.219.8 16.53 16.25 clr2 GO:1990707//nuclear subtelomeric heterochromatin;GO:0033553//rDNA heterochromatin;GO:0000781//chromosome, telomeric region;GO:0031934//mating-type region heterochromatin;GO:0070824//SHREC complex;GO:0031618//nuclear pericentric heterochromatinNA GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0006342//chromatin silencing;GO:0000183//chromatin silencing at rDNA;GO:0006351//transcription, DNA-templated;GO:0016575//histone deacetylation;GO:0030702//chromatin silencing at centromereNA NP_594802.1//chromatin silencing protein Clr2 [Schizosaccharomyces pombe 972h-]chromatin silencing protein Clr2 (clr2), mRNA
2542281 NM_001019524.230.01 28.9 76.26 SPAC6G10.03cGO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0016740//transferase activity;GO:0004623//phospholipase A2 activityGO:0032048//cardiolipin metabolic processK13535 NP_594100.1//cardiolipin-specific deacylase [Schizosaccharomyces pombe 972h-]cardiolipin-specific deacylase (SPAC6G10.03c), mRNA
2539293 NM_001022759.231.23 26.77 10.36 SPCC553.08cGO:0005829//cytosol;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0042254//ribosome biogenesisK14536//ribosome assembly protein 1 [EC:3.6.5.-]NP_587766.1//GTPase Ria1 (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase Ria1 (SPCC553.08c), mRNA
2539845 NM_001021929.228.48 27.93 30.76 ste20 GO:0005634//nucleus;GO:0031932//TORC2 complex;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0008047//enzyme activator activityGO:0042325//regulation of phosphorylation;GO:0051897//positive regulation of protein kinase B signaling;GO:0031532//actin cytoskeleton reorganization;GO:0032956//regulation of actin cytoskeleton organization;GO:0030950//establishment or maintenance of actin cytoskeleton polarity;GO:0038203//TORC2 signaling;GO:0030010//establishment of cell polarity;GO:0051321//meiotic cell cycle;GO:0007264//small GTPase mediated signal transductionK08267//rapamycin-insensitive companion of mTORNP_596021.1//target of rapamycin complex 2 subunit ste20 [Schizosaccharomyces pombe 972h-]target of rapamycin complex 2 subunit ste20 (ste20), mRNA
2539047 NM_001023342.228.12 30.09 11.63 tea1 GO:0035840//old growing cell tip;GO:0051286//cell tip;GO:0015630//microtubule cytoskeleton;GO:0099070//static microtubule bundle;GO:0031500//Tea1 cell-end complex;GO:0035838//growing cell tip;GO:0032153//cell division site;GO:0051285//cell cortex of cell tip;GO:1990752//microtubule end;GO:0035839//non-growing cell tip;GO:0000935//division septumNA GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:2000771//positive regulation of establishment or maintenance of cell polarity regulating cell shape;GO:0034613//cellular protein localization;GO:1904758//protein localization to new growing cell tip;GO:1990896//protein localization to cell cortex of cell tip;GO:0061246//establishment or maintenance of bipolar cell polarity regulating cell shapeK20361;K09291//nucleoprotein TPRNP_588351.1//cell end marker Tea1 [Schizosaccharomyces pombe 972h-]cell end marker Tea1 (tea1), mRNA
2540128 NM_001022162.223.66 22.41 8.27 slm9 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000417//HIR complex;GO:0000790//nuclear chromatin;GO:0000775//chromosome, centromeric region;GO:0034507//chromosome, centromeric outer repeat regionGO:0031491//nucleosome binding;GO:0003714//transcription corepressor activityGO:0034728//nucleosome organization;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0006351//transcription, DNA-templated;GO:0070868//heterochromatin organization involved in chromatin silencing;GO:0030702//chromatin silencing at centromere;GO:0000070//mitotic sister chromatid segregation;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0016569//covalent chromatin modification;GO:0006336//DNA replication-independent nucleosome assembly;GO:0031935//regulation of chromatin silencingK11293//protein HIRA/HIR1NP_596243.1//hira protein Slm9 [Schizosaccharomyces pombe 972h-]hira protein Slm9 (slm9), mRNA
2543414 NM_001018306.238.44 37.9 16.88 SPAC630.10 GO:0005634//nucleus;GO:0005730//nucleolusGO:0016433//rRNA (adenine) methyltransferase activityGO:0031167//rRNA methylationK18849//25S rRNA (adenine2142-N1)-methyltransferase [EC:2.1.1.286]NP_592906.1//conserved eukaryotic protein, DUF3321 family [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC630.10), mRNA
2543583 NM_001019310.236.78 35.91 37.6 cdc5 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0000974//Prp19 complex;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasmGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0044212//transcription regulatory region DNA binding;GO:0046872//metal ion binding;GO:0043565//sequence-specific DNA binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0016226//iron-sulfur cluster assembly;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiation;GO:0051301//cell division;GO:0045292//mRNA cis splicing, via spliceosomeK12860//pre-mRNA-splicing factor CDC5/CEF1NP_593880.1//cell division control protein, splicing factor Cdc5 [Schizosaccharomyces pombe 972h-]splicing factor Cdc5 (cdc5), mRNA
2543602 NM_001019426.220.99 21.78 11.01 SPAPB1A11.04cGO:0031965//nuclear membrane;GO:0005634//nucleus;GO:0016021//integral component of membrane;GO:0005758//mitochondrial intermembrane spaceGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0050040//lactate 2-monooxygenase activity;GO:0010181//FMN binding;GO:0004460//L-lactate dehydrogenase (cytochrome) activity;GO:0008270//zinc ion binding;GO:0043565//sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006089//lactate metabolic process;GO:1990748//cellular detoxification;GO:0006351//transcription, DNA-templatedK00467//lactate 2-monooxygenase [EC:1.13.12.4]NP_594000.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPAPB1A11.04c), mRNA
2540740 NM_001021761.229.17 34.4 14.35 SPBC18E5.10GO:0010494//cytoplasmic stress granule;GO:0005739//mitochondrion;GO:0000932//P-body;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0003729//mRNA binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0016491//oxidoreductase activityGO:0031087//deadenylation-independent decapping of nuclear-transcribed mRNA;GO:0033962//cytoplasmic mRNA processing body assemblyK03942//NADH dehydrogenase (ubiquinone) flavoprotein 1 [EC:1.6.5.3 1.6.99.3];K12615//enhancer of mRNA-decapping protein 3NP_595857.1//iron sulfur cluster assembly protein (predicted) [Schizosaccharomyces pombe 972h-]putative Fe-sulfur cluster assembly protein (SPBC18E5.10), mRNA
2540000 NM_001020975.218.78 21.03 3.97 cha4 GO:0005634//nucleusGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0003700//DNA binding transcription factor activityGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006808//regulation of nitrogen utilization;GO:0006351//transcription, DNA-templatedK10777//DNA ligase 4 [EC:6.5.1.1];K13181//ATP-dependent RNA helicase DDX27 [EC:3.6.4.13];K00480;K09244;K09241NP_595069.1//transcription factor Cha4 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor Cha4 (cha4), partial mRNA
2541866 NM_001019230.218.12 18.46 7.47 SPAC23H3.11cGO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015926//glucosidase activity;GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compoundsGO:0005975//carbohydrate metabolic process;GO:0031505//fungal-type cell wall organization;GO:0006078//(1->6)-beta-D-glucan biosynthetic process;GO:0071852//fungal-type cell wall organization or biogenesisK21850 NP_593801.1//glucosidase (predicted) [Schizosaccharomyces pombe 972h-]putative glucosidase (SPAC23H3.11c), mRNA
2541319 NM_001022099.226.74 25.43 16.64 cut14 GO:0005730//nucleolus;GO:0034506//chromosome, centromeric core domain;GO:0000778//condensed nuclear chromosome kinetochore;GO:0035327//transcriptionally active chromatin;GO:0000799//nuclear condensin complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0003697//single-stranded DNA binding;GO:0005524//ATP binding;GO:0003682//chromatin binding;GO:1990814//DNA/DNA annealing activity;GO:0000217//DNA secondary structure binding;GO:0003680//AT DNA binding;GO:0016887//ATPase activityGO:0070550//rDNA condensation;GO:1903342//negative regulation of meiotic DNA double-strand break formation;GO:0000733//DNA strand renaturation;GO:0070058//tRNA gene clustering;GO:0007076//mitotic chromosome condensationK06674//structural maintenance of chromosome 2BAA06453.2//cut14 protein [Schizosaccharomyces pombe]condensin complex subunit Cut14 (cut14), mRNA
2539570 NM_001023183.224.45 23.31 9.56 spt3 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0046695//SLIK (SAGA-like) complex;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0003712//transcription cofactor activity;GO:0046982//protein heterodimerization activityGO:0007124//pseudohyphal growth;GO:0001403//invasive growth in response to glucose limitation;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016573//histone acetylation;GO:0006366//transcription from RNA polymerase II promoterK11313//transcription initiation protein SPT3NP_588193.1//SAGA complex subunit Spt3 [Schizosaccharomyces pombe 972h-]SAGA complex subunit Spt3 (spt3), mRNA

14217966 NM_001356114.130.58 31.04 15.35 new4 NA NA NA NA XP_004001783.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]protein new4 (new4), partial mRNA
2541572 NM_001019944.225.18 21.16 10.97 SPAC2C4.12cGO:0005634//nucleusGO:0000215//tRNA 2'-phosphotransferase activity;GO:0016772//transferase activity, transferring phosphorus-containing groupsGO:0006388//tRNA splicing, via endonucleolytic cleavage and ligationK10669//2'-phosphotransferase [EC:2.7.1.160]NP_594515.2//tRNA 2'-phosphotransferase Tpt1 (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA 2'-phosphotransferase Tpt1 (SPAC2C4.12c), mRNA
2543466 NM_001019322.325.85 30.17 14.13 SPAPB2B4.06GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneNA GO:0006631//fatty acid metabolic processK00860//adenylylsulfate kinase [EC:2.7.1.25]Q9HDW5.2//RecName: Full=UPF0644 protein PB2B4.06uncharacterized protein (SPAPB2B4.06), mRNA
2542194 NM_001019687.228.64 29.27 12.82 pof8 GO:0005634//nucleus;GO:0000151//ubiquitin ligase complex;GO:0005829//cytosolGO:0003723//RNA binding;GO:0030674//protein binding, bridgingGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0070647//protein modification by small protein conjugation or removalNA NP_594264.1//F-box protein Pof8 [Schizosaccharomyces pombe 972h-]F-box protein Pof8 (pof8), mRNA
2542526 NM_001018800.227.18 29.33 18.59 SPAC57A7.13GO:0005634//nucleusGO:0046872//metal ion binding;GO:0003723//RNA binding;GO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingGO:0045292//mRNA cis splicing, via spliceosomeK13094//RNA-binding protein 5/10NP_593368.1//RNA-binding protein, involved in splicing (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein (SPAC57A7.13), mRNA

NR_150031.1 NR_150031.1 20.38 18.66 28.6 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1175), miscRNA
2539717 NM_001022167.115.46 13.28 11.32 SPBC15D4.08cGO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0000407//phagophore assembly site;GO:0016021//integral component of membrane;GO:0030659//cytoplasmic vesicle membraneNA GO:0015031//protein transport;GO:0016236//macroautophagyNA NP_596248.1//hypothetical protein SPBC15D4.08c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC15D4.08c), partial mRNA
2542223 NM_001020042.226.93 24.73 15.54 SPAC27D7.08cGO:0005634//nucleus;GO:0005829//cytosolGO:0016422//mRNA (2'-O-methyladenosine-N6-)-methyltransferase activity;GO:0052907//23S rRNA (adenine(1618)-N(6))-methyltransferase activity;GO:0120048//U6 snRNA (adenine-(43)-N(6))-methyltransferase activityGO:0070475//rRNA base methylation;GO:0048024//regulation of mRNA splicing, via spliceosome;GO:0120049//snRNA (adenine-N6)-methylationK06970 NP_594614.1//DUF890 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC27D7.08c), mRNA
2542142 NM_001018406.237.9 36.25 16.03 tsr3 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0016740//transferase activityGO:0030490//maturation of SSU-rRNAK09140//pre-rRNA-processing protein TSR3NP_593007.1//SSU-rRNA maturation protein Tsr3 (predicted) [Schizosaccharomyces pombe 972h-]putative SSU-rRNA maturation protein Tsr3 (tsr3), mRNA
2542343 NM_001019647.136.57 41.41 14.09 SPAC16E8.18GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005829//cytosol;GO:0016021//integral component of membraneNA NA NA NP_594224.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC16E8.18), partial mRNA
2538946 NM_001355921.136.17 34.29 14.85 SPCC162.11cGO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0016757//transferase activity, transferring glycosyl groups;GO:0004849//uridine kinase activity;GO:0004845//uracil phosphoribosyltransferase activity;GO:0005524//ATP bindingGO:0008655//pyrimidine-containing compound salvage;GO:0043097//pyrimidine nucleoside salvage;GO:0006206//pyrimidine nucleobase metabolic process;GO:0044206//UMP salvage;GO:0044211//CTP salvageK00876//uridine kinase [EC:2.7.1.48]NP_588233.1//uridine kinase/uracil phosphoribosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative uridine kinase/uracil phosphoribosyltransferase (SPCC162.11c), mRNA
2542965 NM_001020401.232.94 28.06 20.34 rnp24 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030684//preribosomeGO:0003723//RNA bindingGO:0006364//rRNA processingK11294//nucleolinNP_594970.1//RNA-binding protein Rnp24 [Schizosaccharomyces pombe 972h-]RNA-binding protein Rnp24 (rnp24), mRNA
2540171 NM_001021047.227.03 28.18 7.96 SPBC1271.11GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0000095//S-adenosyl-L-methionine transmembrane transporter activityGO:0006810//transport;GO:1990543//mitochondrial S-adenosyl-L-methionine transmembrane transport;GO:0006839//mitochondrial transportK15111//solute carrier family 25 (mitochondrial S-adenosylmethionine transporter), member 26NP_595139.1//mitochondrial tricarboxylate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative tricarboxylate transporter (SPBC1271.11), mRNA
2543532 NM_001020252.232.26 33.21 7.83 SPAC890.05 GO:0005634//nucleus;GO:0005730//nucleolusGO:0003723//RNA binding;GO:0003676//nucleic acid bindingGO:0042254//ribosome biogenesis;GO:0006364//rRNA processingK11135//Pin2-interacting protein X1NP_594823.1//ribosome biogenesis protein, G-pathc domain, PINX1 family (predicted) [Schizosaccharomyces pombe 972h-]putative PINX1 family ribosome biogenesis protein (SPAC890.05), mRNA
2541527 NM_001018322.227.46 25.94 23.8 apm4 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0030122//AP-2 adaptor complex;GO:0030131//clathrin adaptor complex;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipNA GO:0006886//intracellular protein transport;GO:0072583//clathrin-dependent endocytosis;GO:0016192//vesicle-mediated transportK11826//AP-2 complex subunit mu-1NP_592921.1//AP-2 adaptor complex subunit Apm4 (predicted) [Schizosaccharomyces pombe 972h-]putative AP-2 adaptor complex subunit Apm4 (apm4), mRNA
2542087 NM_001020322.219.69 20.24 27.99 pnn1 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005911//cell-cell junction;GO:0035145//exon-exon junction complex;GO:0071013//catalytic step 2 spliceosomeNA GO:0007155//cell adhesion;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0045292//mRNA cis splicing, via spliceosomeK06687 NP_594893.1//hypothetical protein SPAC26F1.02 [Schizosaccharomyces pombe 972h-]putative pinin-like protein ppn1 (pnn1), partial mRNA

NR_150346.1 NR_150346.1 23.56 22.85 55.81 NA GO:0016272//prefoldin complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0051082//unfolded protein bindingGO:0006457//protein folding;GO:0007010//cytoskeleton organization;GO:0007021//tubulin complex assemblyK09548//prefoldin subunit 1NP_595718.1//prefoldin subunit 1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1461), miscRNA
2542921 NM_001020077.226.48 22.84 27.76 ppr5 GO:0005739//mitochondrion;GO:0005737//cytoplasm;GO:0032592//integral component of mitochondrial membraneGO:0003723//RNA binding;GO:0004519//endonuclease activityGO:0006412//translation;GO:0009451//RNA modification;GO:0006417//regulation of translation;GO:0140053//mitochondrial gene expressionNA NP_594649.2//mitochondrial PPR repeat protein Ppr5 [Schizosaccharomyces pombe 972h-]PPR repeat-containing protein Ppr5 (ppr5), mRNA
2542957 NM_001018759.224.19 27.56 8.94 SPAC3A12.02GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0004427//inorganic diphosphatase activityGO:0006091//generation of precursor metabolites and energy;GO:0006796//phosphate-containing compound metabolic processK01507//inorganic pyrophosphatase [EC:3.6.1.1]NP_593328.1//mitochondrial inorganic diphosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative inorganic diphosphatase (SPAC3A12.02), mRNA
2542158 NM_001019155.220.06 17.41 11.23 trl1 GO:0005829//cytosol;GO:0005637//nuclear inner membraneGO:0004113//2',3'-cyclic-nucleotide 3'-phosphodiesterase activity;GO:0008081//phosphoric diester hydrolase activity;GO:0051730//GTP-dependent polyribonucleotide 5'-hydroxyl-kinase activity;GO:0005524//ATP binding;GO:0003972//RNA ligase (ATP) activityGO:0006388//tRNA splicing, via endonucleolytic cleavage and ligationK14679 NP_593724.2//tRNA ligase Trl1 (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA ligase Trl1 (trl1), mRNA
2542583 NM_001018775.229.01 31.84 25.56 cys12 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005741//mitochondrial outer membrane;GO:0005737//cytoplasmGO:0004124//cysteine synthase activity;GO:0016740//transferase activity;GO:0030170//pyridoxal phosphate bindingGO:0006535//cysteine biosynthetic process from serineK01738//cysteine synthase A [EC:2.5.1.47]NP_593343.1//cysteine synthase Cys12 [Schizosaccharomyces pombe 972h-]cysteine synthase Cys12 (cys12), mRNA
2543643 NM_001019506.226.28 27.9 20.23 hos2 GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0034967//Set3 complex;GO:0005829//cytosol;GO:0070210//Rpd3L-Expanded complex;GO:0005737//cytoplasmGO:0004407//histone deacetylase activity;GO:0046872//metal ion binding;GO:0034739//histone deacetylase activity (H4-K16 specific);GO:0045129//NAD-independent histone deacetylase activity;GO:0032041//NAD-dependent histone deacetylase activity (H3-K14 specific)GO:0045835//negative regulation of meiotic nuclear division;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0060303//regulation of nucleosome density;GO:0032874//positive regulation of stress-activated MAPK cascade;GO:0006351//transcription, DNA-templated;GO:0016575//histone deacetylation;GO:0070869//heterochromatin assembly involved in chromatin silencingK11483 NP_594079.1//histone deacetylase (class I) Hos2 [Schizosaccharomyces pombe 972h-]class 1 histone deacetylase Hos2 (hos2), mRNA
2540727 NM_001021904.230.97 27.33 25.14 mex67 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0042272//nuclear RNA export factor complex;GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0005730//nucleolus;GO:0005829//cytosolGO:0003723//RNA bindingGO:0000055//ribosomal large subunit export from nucleus;GO:0016973//poly(A)+ mRNA export from nucleusK14284//nuclear RNA export factorNP_595996.1//mRNA export receptor, Tap, nucleoporin Mex67 [Schizosaccharomyces pombe 972h-]nucleoporin Mex67 (mex67), mRNA

14217961 NM_001356102.131.42 26.97 9.43 new8 NA GO:0000287//magnesium ion binding;GO:0008897//holo-[acyl-carrier-protein] synthase activityGO:0006633//fatty acid biosynthetic process;GO:0018070//peptidyl-serine phosphopantetheinylationK00997 XP_004001779.1//holo-[acyl-carrier-protein] synthase (predicted) [Schizosaccharomyces pombe 972h-]putative holo-[acyl-carrier-protein] synthase new8 (new8), partial mRNA
2538779 NM_001023553.221.28 19.94 7.59 SPCC569.07 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0080130//L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0008793//aromatic-amino-acid:2-oxoglutarate aminotransferase activity;GO:0008483//transaminase activity;GO:0030170//pyridoxal phosphate bindingGO:0009072//aromatic amino acid family metabolic process;GO:0009058//biosynthetic processK00838 NP_588566.1//aromatic aminotransferase (predicted) [Schizosaccharomyces pombe 972h-]putative aromatic aminotransferase (SPCC569.07), mRNA
2538997 NM_001022704.234.72 28.11 100.27 SPCC330.09 GO:0005634//nucleus;GO:0030686//90S preribosome;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0005829//cytosolNA GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0042274//ribosomal small subunit biogenesis;GO:0006364//rRNA processingK14788//ribosome biogenesis protein ENP2NP_587709.1//rRNA processing protein Enp2 (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA processing protein Enp2 (SPCC330.09), mRNA
3361342 NM_001022423.223.12 22.6 13.98 sir2 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0031934//mating-type region heterochromatin;GO:0000790//nuclear chromatin;GO:1902377//nuclear rDNA heterochromatin;GO:1990707//nuclear subtelomeric heterochromatin;GO:0031618//nuclear pericentric heterochromatin;GO:0034507//chromosome, centromeric outer repeat regionGO:1990162//histone deacetylase activity (H3-K4 specific);GO:0004407//histone deacetylase activity;GO:0070403//NAD+ binding;GO:0034739//histone deacetylase activity (H4-K16 specific);GO:0046969//NAD-dependent histone deacetylase activity (H3-K9 specific);GO:0032129//histone deacetylase activity (H3-K9 specific);GO:0031078//histone deacetylase activity (H3-K14 specific);GO:0008270//zinc ion binding;GO:0046970//NAD-dependent histone deacetylase activity (H4-K16 specific)GO:1990679//histone H4-K12 deacetylation;GO:0030702//chromatin silencing at centromere;GO:0051570//regulation of histone H3-K9 methylation;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:1990596//histone H3-K4 deacetylation;GO:1990678//histone H4-K16 deacetylation;GO:0006342//chromatin silencing;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0070198//protein localization to chromosome, telomeric region;GO:0006281//DNA repair;GO:0031453//positive regulation of heterochromatin assembly;GO:0006351//transcription, DNA-templated;GO:0006348//chromatin silencing at telomere;GO:1990619//histone H3-K9 deacetylation;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0016575//histone deacetylationK11121 NP_001018840.1//Sir2 family histone deacetylase Sir2 [Schizosaccharomyces pombe 972h-]Sir2 family histone deacetylase Sir2 (sir2), mRNA
2538710 NM_001022938.223.52 23.27 21.39 xap5 GO:0005634//nucleus;GO:0000790//nuclear chromatinNA GO:0006325//chromatin organizationK13119//protein FAM50NP_587947.2//xap-5-like protein [Schizosaccharomyces pombe 972h-]xap-5-like protein (xap5), mRNA
2540972 NM_001021100.224.36 23.55 30.73 SPBC428.15 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0005525//GTP binding;GO:0016887//ATPase activityNA K06942//ribosome-binding ATPaseNP_595193.1//Obg-like ATPase (predicted) [Schizosaccharomyces pombe 972h-]putative Obg-like ATPase (SPBC428.15), mRNA
2538841 NM_001023086.223.3 23.22 17.58 SPCC550.03cGO:0005730//nucleolus;GO:0005829//cytosol;GO:0055087//Ski complex;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0003724//RNA helicase activityGO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decayK12599//antiviral helicase SKI2 [EC:3.6.4.-]NP_588095.1//Ski complex RNA helicase Ski2 (predicted) [Schizosaccharomyces pombe 972h-]putative Ski complex RNA helicase Ski2 (SPCC550.03c), mRNA

NR_150580.1 NR_150580.1 27.84 27.73 5.6 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0036410//Mst2 histone acetyltransferase complexNA GO:0016573//histone acetylation;GO:0006974//cellular response to DNA damage stimulusNA NP_596762.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1683), miscRNA
2540876 NM_001022347.216.05 15.11 11.64 SPBC4B4.11 GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0015233//pantothenate transmembrane transporter activityGO:0098717//pantothenate import across plasma membraneK03448 NP_596430.1//pantothenate transporter Liz1 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC4B4.11), mRNA
2541121 NM_001022235.223.75 22.01 37.22 iqw1 GO:0080008//Cul4-RING E3 ubiquitin ligase complex;GO:0005829//cytosolNA GO:0070647//protein modification by small protein conjugation or removalK11795//nuclear receptor interaction proteinNP_596313.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (iqw1), mRNA
2540261 NM_001023813.223.78 21.39 25.86 SPBC543.05cGO:0005774//vacuolar membrane;GO:0005887//integral component of plasma membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0046715//active borate transmembrane transporter activity;GO:0005452//inorganic anion exchanger activity;GO:0008509//anion transmembrane transporter activityGO:0051453//regulation of intracellular pH;GO:0098656//anion transmembrane transport;GO:0035445//borate transmembrane transportNA NP_596793.1//HC03 family inorganic anion exchanger (predicted) [Schizosaccharomyces pombe 972h-]putative HC03 family inorganic anion exchanger (SPBC543.05c), mRNA
2541899 NM_001020266.226.92 23.91 34.17 set3 GO:0005634//nucleus;GO:0034967//Set3 complex;GO:0070210//Rpd3L-Expanded complexGO:0046872//metal ion binding;GO:0008168//methyltransferase activity;GO:0061659//ubiquitin-like protein ligase activity;GO:0018024//histone-lysine N-methyltransferase activityGO:0006338//chromatin remodeling;GO:0051321//meiotic cell cycle;GO:0006351//transcription, DNA-templated;GO:0034968//histone lysine methylation;GO:0070869//heterochromatin assembly involved in chromatin silencingK07117//uncharacterized proteinNP_594837.1//histone lysine methyltransferase Set3 [Schizosaccharomyces pombe 972h-]histone lysine methyltransferase Set3 (set3), mRNA
2542648 NM_001019940.219.45 22.06 5.81 SPAC2C4.08 GO:0005634//nucleus;GO:0005730//nucleolusGO:0003676//nucleic acid bindingNA NA NP_594511.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC2C4.08), partial mRNA
2541912 NM_001018552.325.36 24.92 11.93 csn3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0008180//COP9 signalosome;GO:0005737//cytoplasm;GO:0005628//prospore membraneNA GO:0000338//protein deneddylation;GO:0006511//ubiquitin-dependent protein catabolic processNA NP_593155.3//COP9/signalosome complex subunit Csn3 (predicted) [Schizosaccharomyces pombe 972h-]putative COP9/signalosome complex subunit Csn3 (csn3), mRNA
2540340 NM_001022154.329.02 26.99 13.21 pth1 GO:0005739//mitochondrionGO:0004045//aminoacyl-tRNA hydrolase activityGO:0032543//mitochondrial translationK01056//peptidyl-tRNA hydrolase, PTH1 family [EC:3.1.1.29]NP_596234.2//mitochondrial peptidyl-tRNA hydrolase Pth1 (predicted) [Schizosaccharomyces pombe 972h-]putative peptidyl-tRNA hydrolase Pth1 (pth1), mRNA
2539364 NM_001022819.223.78 24.07 24.46 SPCC4G3.12cNA GO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityNA K19041//E3 ubiquitin-protein ligase RNF38/44 [EC:2.3.2.27];K01183//chitinase [EC:3.2.1.14]NP_587826.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPCC4G3.12c), mRNA
2541436 NM_001020149.223.68 24.57 16.49 SPAC11H11.03cGO:0005634//nucleus;GO:0005829//cytosolGO:0004519//endonuclease activity;GO:0046404//ATP-dependent polydeoxyribonucleotide 5'-hydroxyl-kinase activityGO:0006281//DNA repairNA NP_594721.1//SMR and DUF1771 domain protein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC11H11.03c), mRNA
2542749 NM_001019713.219.72 18.77 13.62 rhp54 GO:0035861//site of double-strand break;GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0000775//chromosome, centromeric regionGO:0015616//DNA translocase activity;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0033170//protein-DNA loading ATPase activity;GO:0004386//helicase activityGO:0000722//telomere maintenance via recombination;GO:0006311//meiotic gene conversion;GO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0030702//chromatin silencing at centromere;GO:0032392//DNA geometric change;GO:0007131//reciprocal meiotic recombination;GO:0030491//heteroduplex formation;GO:0032079//positive regulation of endodeoxyribonuclease activity;GO:0061806//regulation of DNA recombination at centromereK10875//DNA repair and recombination protein RAD54 and RAD54-like protein [EC:3.6.4.-]NP_594290.1//DNA repair protein [Schizosaccharomyces pombe 972h-]DNA repair protein (rhp54), mRNA
2540155 NM_001022557.225.27 27.3 10.21 SPBC1604.04GO:0016021//integral component of membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneGO:0015234//thiamine transmembrane transporter activityGO:0055085//transmembrane transport;GO:1990545//mitochondrial thiamine pyrophosphate transmembrane transport;GO:0030974//thiamine pyrophosphate transmembrane transport;GO:0006839//mitochondrial transportK15108//solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19NP_596636.2//mitochondrial thiamine pyrophosphate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative thiamine pyrophosphate transporter (SPBC1604.04), mRNA
2538965 NM_001023276.221.08 24.25 7.52 SPCC417.09cGO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0016021//integral component of membraneGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK09248 NP_588286.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPCC417.09c), mRNA
2542616 NM_001020231.230.46 31.7 11.87 mrps18 GO:0005840//ribosome;GO:0005783//endoplasmic reticulum;GO:0042765//GPI-anchor transamidase complex;GO:0005763//mitochondrial small ribosomal subunit;GO:0005737//cytoplasmGO:0070181//small ribosomal subunit rRNA binding;GO:0048027//mRNA 5'-UTR binding;GO:0003735//structural constituent of ribosomeGO:0000028//ribosomal small subunit assembly;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0032543//mitochondrial translation;GO:0006412//translation;GO:0016255//attachment of GPI anchor to proteinK05293//phosphatidylinositol glycan, class U;K02948//small subunit ribosomal protein S11NP_594803.1//mitochondrial ribosomal protein subunit S18 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit S18 (mrps18), mRNA
2541246 NM_001023867.218.77 14.86 55.25 SPBC8E4.02cGO:0005739//mitochondrionNA NA NA NP_596845.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC8E4.02c), mRNA

NR_150029.1 NR_150029.1 30.52 25.56 9.71 NA GO:1990143//CoA-synthesizing protein complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004632//phosphopantothenate--cysteine ligase activityGO:1990181//acetyl-CoA biosynthetic process from pantothenate;GO:0015937//coenzyme A biosynthetic processK01922//phosphopantothenate---cysteine ligase (ATP) [EC:6.3.2.51]NP_588072.1//phosphopantothenate-cysteine ligase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1173), miscRNA
2540237 NM_001355788.131.67 35.03 15.77 pch1 GO:0005634//nucleus;GO:0000307//cyclin-dependent protein kinase holoenzyme complex;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0008024//cyclin/CDK positive transcription elongation factor complexGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016538//cyclin-dependent protein serine/threonine kinase regulator activityGO:1901409//positive regulation of phosphorylation of RNA polymerase II C-terminal domain;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0051301//cell division;GO:0006370//7-methylguanosine mRNA capping;GO:0006897//endocytosis;GO:1901407//regulation of phosphorylation of RNA polymerase II C-terminal domain;GO:0045737//positive regulation of cyclin-dependent protein serine/threonine kinase activity;GO:0007049//cell cycleK15564;K15563NP_596150.1//ubiquitin-protein ligase E3, MARCH family (predicted) [Schizosaccharomyces pombe 972h-]P-TEFB-associated cyclin T Pch1 (pch1), mRNA
2543360 NM_001018891.224.31 22.74 11.02 klp2 GO:0005634//nucleus;GO:0036449//microtubule minus-end;GO:0055028//cortical microtubule;GO:0035371//microtubule plus-end;GO:0015630//microtubule cytoskeleton;GO:0005875//microtubule associated complex;GO:0000235//astral microtubule;GO:0000778//condensed nuclear chromosome kinetochore;GO:0005871//kinesin complexGO:0005524//ATP binding;GO:0008569//ATP-dependent microtubule motor activity, minus-end-directed;GO:0008017//microtubule bindingGO:0051012//microtubule sliding;GO:0031534//minus-end directed microtubule sliding;GO:0000022//mitotic spindle elongation;GO:1905185//microtubule sliding involved in mitotic metaphase chromosome recapture;GO:0030951//establishment or maintenance of microtubule cytoskeleton polarity;GO:0000742//karyogamy involved in conjugation with cellular fusion;GO:0090561//nuclear migration during mitotic telophase;GO:0031122//cytoplasmic microtubule organizationK10405//kinesin family member C1NP_593458.1//kinesin-like protein Klp2 [Schizosaccharomyces pombe 972h-]kinesin-like protein Klp2 (klp2), mRNA
2541816 NM_001020256.220.39 22.23 8.83 SPAC22E12.01GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005793//endoplasmic reticulum-Golgi intermediate compartmentGO:0071917//triose-phosphate transmembrane transporter activityGO:0008643//carbohydrate transport;GO:0015786//UDP-glucose transmembrane transportK15280//solute carrier family 35, member C2NP_594827.2//triose phosphate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative triose phosphate transporter (SPAC22E12.01), mRNA
2543001 NM_001020284.234.97 30.88 19.36 etd1 GO:0051286//cell tip;GO:0031097//medial cortex;GO:0005829//cytosol;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipNA GO:1902412//regulation of mitotic cytokinesis;GO:0031031//positive regulation of septation initiation signalingNA NP_594855.1//ethanol-hypersensitive mutant protein Etd1 [Schizosaccharomyces pombe 972h-]ethanol-hypersensitive mutant protein Etd1 (etd1), mRNA
3361532 NM_001018423.331.25 29.04 16.11 lkh1 GO:0005634//nucleusGO:0004713//protein tyrosine kinase activity;GO:0004712//protein serine/threonine/tyrosine kinase activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0048026//positive regulation of mRNA splicing, via spliceosome;GO:0000920//cell separation after cytokinesis;GO:0034599//cellular response to oxidative stress;GO:0045014//negative regulation of transcription by glucose;GO:0031658//negative regulation of cyclin-dependent protein serine/threonine kinase activity involved in G1/S transition of mitotic cell cycleK08287//dual-specificity kinase [EC:2.7.12.1]NP_001018187.2//dual specificity protein kinase Lkh1 [Schizosaccharomyces pombe 972h-]dual-specificity (lkh1), mRNA
2540486 NM_001021914.229.39 27.04 6.77 cmc1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005743//mitochondrial inner membrane;GO:0005737//cytoplasmNA NA K18172//COX assembly mitochondrial protein 2NP_596005.1//sequence orphan [Schizosaccharomyces pombe 972h-]putative cytochrome c oxidase assembly protein Cmc1 (cmc1), mRNA
2543579 NM_001018786.223.01 24.13 9.7 SPAC9.11 GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0051082//unfolded protein bindingGO:0033615//mitochondrial proton-transporting ATP synthase complex assembly;GO:0043461//proton-transporting ATP synthase complex assemblyK07556//ATP synthase mitochondrial F1 complex assembly factor 2NP_593354.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC9.11), mRNA
2541577 NM_001019838.223.93 26.34 25.71 SPAC27E2.06cGO:0005759//mitochondrial matrix;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004825//methionine-tRNA ligase activityGO:0032543//mitochondrial translation;GO:0006431//methionyl-tRNA aminoacylationK01874//methionyl-tRNA synthetase [EC:6.1.1.10]NP_594407.1//mitochondrial methionine-tRNA ligase (predicted) [Schizosaccharomyces pombe 972h-]putative methionine--tRNA (Met) ligase (SPAC27E2.06c), mRNA
2543465 NM_001019491.228.6 28.02 19.34 SPAC688.09 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0015218//pyrimidine nucleotide transmembrane transporter activityGO:0000002//mitochondrial genome maintenance;GO:0051881//regulation of mitochondrial membrane potential;GO:1990519//pyrimidine nucleotide import into mitochondrion;GO:0070838//divalent metal ion transport;GO:0006839//mitochondrial transportK15116//solute carrier family 25, member 33/36NP_594067.1//mitochondrial pyrimidine nucleotide transporter [Schizosaccharomyces pombe 972h-]mitochondrial pyrimidine nucleotide transporter (SPAC688.09), mRNA
2539890 NM_001023822.333.38 32.81 12.7 SPBC16C6.03cGO:0005634//nucleus;GO:0005730//nucleolusGO:0030515//snoRNA binding;GO:0046872//metal ion bindingGO:0000027//ribosomal large subunit assembly;GO:0000492//box C/D snoRNP assemblyK14853 NP_596801.3//ribosome assembly protein (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome assembly protein (SPBC16C6.03c), mRNA
2539371 NM_001022927.230.47 24.31 25.04 SPCC18B5.06GO:0005634//nucleus;GO:0005829//cytosol;GO:1990533//Dom34-Hbs1 complex;GO:0005737//cytoplasmGO:0004521//endoribonuclease activity;GO:0043022//ribosome binding;GO:0046872//metal ion binding;GO:0004519//endonuclease activity;GO:0003747//translation release factor activityGO:0070966//nuclear-transcribed mRNA catabolic process, no-go decay;GO:0071025//RNA surveillance;GO:0045727//positive regulation of translation;GO:0070651//nonfunctional rRNA decay;GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0051301//cell division;GO:0051321//meiotic cell cycle;GO:0006412//translation;GO:0070317//negative regulation of G0 to G1 transition;GO:0002184//cytoplasmic translational termination;GO:0032790//ribosome disassemblyK06965//protein pelotaNP_587936.1//translation release factor eRF1 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative translation release factor eRF1 family protein (SPCC18B5.06), mRNA
2540127 NM_001021078.223.03 24.51 10.14 exo70 GO:0005634//nucleus;GO:0000145//exocyst;GO:0005829//cytosol;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0005546//phosphatidylinositol-4,5-bisphosphate bindingGO:0006886//intracellular protein transport;GO:0000920//cell separation after cytokinesis;GO:0090522//vesicle tethering involved in exocytosis;GO:0006887//exocytosisK07195//exocyst complex component 7NP_595170.2//exocyst complex subunit Exo70 (predicted) [Schizosaccharomyces pombe 972h-]putative exocyst complex subunit Exo70 (exo70), mRNA
2540788 NM_001021628.223.94 23.64 8.62 swd2 GO:0048188//Set1C/COMPASS complex;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0003682//chromatin bindingGO:0080182//histone H3-K4 trimethylation;GO:0051568//histone H3-K4 methylation;GO:0070869//heterochromatin assembly involved in chromatin silencingK14962//COMPASS component SWD2NP_595730.1//Set1C complex subunit Swd2.1 [Schizosaccharomyces pombe 972h-]Set1C complex subunit Swd2.1 (swd2), mRNA
3361517 NM_001356033.120.97 21.17 6.68 mam3 GO:0070263//external side of fungal-type cell wall;GO:0005737//cytoplasmNA GO:0000752//agglutination involved in conjugation with cellular fusionK19851;K22016//mucin-3/17XP_001713059.1//cell agglutination protein Mam3 [Schizosaccharomyces pombe 972h-]cell agglutination protein Mam3 (mam3), mRNA
2540223 NM_001022066.224.54 27.47 11.96 gtb1 GO:0005634//nucleus;GO:0000930//gamma-tubulin complex;GO:0044732//mitotic spindle pole body;GO:0005874//microtubule;GO:0000923//equatorial microtubule organizing center;GO:0031021//interphase microtubule organizing centerGO:0005525//GTP binding;GO:0003924//GTPase activityGO:1902408//mitotic cytokinesis, site selection;GO:0051256//mitotic spindle midzone assembly;GO:0007020//microtubule nucleation;GO:0031122//cytoplasmic microtubule organizationK10389//tubulin gammaXP_018226566.1//tubulin gamma chain [Pneumocystis carinii B80]gamma-tubulin (gtb1), mRNA

NR_149938.1 NR_149938.1 14.52 10.66 7.88 NA GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015193//L-proline transmembrane transporter activityGO:0035524//proline transmembrane transport;GO:0015812//gamma-aminobutyric acid transportK16261 NP_595009.1//proline specific plasma membrane permease Put4 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1091), miscRNA
2542992 NM_001019780.226.02 24.63 10.99 SPAC1071.09cGO:0005634//nucleus;GO:0005730//nucleolusGO:0030544//Hsp70 protein bindingNA K09529//DnaJ homolog subfamily C member 9NP_594359.1//DNAJ domain protein, DNAJC9 family (predicted) [Schizosaccharomyces pombe 972h-]putative DNAJC9 family protein (SPAC1071.09c), mRNA
2542207 NM_001019012.227.94 27.43 13.44 ddb1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0070913//Ddb1-Wdr21 complex;GO:0005829//cytosol;GO:0070912//Ddb1-Ckn1 complex;GO:0031461//cullin-RING ubiquitin ligase complexGO:0003684//damaged DNA binding;GO:0003676//nucleic acid binding;GO:0032403//protein complex bindingGO:0090054//regulation of chromatin silencing at silent mating-type cassette;GO:0006281//DNA repair;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0006283//transcription-coupled nucleotide-excision repair;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0007049//cell cycle;GO:0090052//regulation of chromatin silencing at centromereK10610//DNA damage-binding protein 1NP_593580.1//damaged DNA binding protein Ddb1 [Schizosaccharomyces pombe 972h-]damaged DNA-binding protein Ddb1 (ddb1), mRNA
2541459 NM_001018365.331.48 29.93 26.64 SPAC227.11cGO:0016020//membrane;GO:0005788//endoplasmic reticulum lumen;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0005789//endoplasmic reticulum membrane;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0030246//carbohydrate binding;GO:0017070//U6 snRNA binding;GO:0030621//U4 snRNA bindingGO:0030970//retrograde protein transport, ER to cytosol;GO:0034247//snoRNA splicing;GO:0000398//mRNA splicing, via spliceosome;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0045292//mRNA cis splicing, via spliceosome;GO:0030968//endoplasmic reticulum unfolded protein responseK10088//protein OS-9;K12662//U4/U6 small nuclear ribonucleoprotein PRP4NP_592966.1//U4/U6 x U5 tri-snRNP complex subunit Prp4 family (predicted) [Schizosaccharomyces pombe 972h-]putative misfolded glycoprotein sensor Yos9 (SPAC227.11c), mRNA
2542180 NM_001019479.221.52 21.96 23.95 atg18 GO:0010008//endosome membrane;GO:0000329//fungal-type vacuole membrane;GO:0019898//extrinsic component of membrane;GO:0005737//cytoplasm;GO:0005768//endosome;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membraneGO:0080025//phosphatidylinositol-3,5-bisphosphate binding;GO:0032266//phosphatidylinositol-3-phosphate binding;GO:0035091//phosphatidylinositol bindingGO:0006623//protein targeting to vacuole;GO:0034497//protein localization to phagophore assembly site;GO:0006497//protein lipidation;GO:0044804//autophagy of nucleus;GO:0006914//autophagy;GO:0016236//macroautophagy;GO:0000422//autophagy of mitochondrionK17908//autophagy-related protein 18NP_594055.1//WD repeat protein involved in autophagy Atg18a [Schizosaccharomyces pombe 972h-]WD repeat-containing protein Atg18 (atg18), partial mRNA

14218347 NM_001356135.129.19 28.82 9.04 SPAC4H3.16 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole bodyGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004003//ATP-dependent DNA helicase activityGO:0034644//cellular response to UV;GO:0000725//recombinational repair;GO:0031297//replication fork processing;GO:0006301//postreplication repairK03657 NP_594341.1//ATP-dependent DNA helicase, UvrD subfamily [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC4H3.16), mRNA
14218186 NM_001356060.130.36 34.45 34.36 new1 GO:0005634//nucleus;GO:0000776//kinetochoreGO:0046982//protein heterodimerization activityGO:0000070//mitotic sister chromatid segregationNA XP_004001772.1//histone-fold domain-containing protein [Schizosaccharomyces pombe 972h-]histone-fold domain-containing protein (new1), partial mRNA
2540373 NM_001022353.251.84 38.96 10.67 rpl1603 GO:0030117//membrane coat;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0030122//AP-2 adaptor complex;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0008565//protein transporter activityGO:0006886//intracellular protein transport;GO:0072583//clathrin-dependent endocytosis;GO:0016192//vesicle-mediated transportK02872//large subunit ribosomal protein L13Ae;K11825//AP-2 complex subunit beta-1NP_596435.1//AP-2 adaptor complex subunit Apl1 (predicted) [Schizosaccharomyces pombe 972h-]60S ribosomal protein L16 (rpl1603), mRNA
2540830 NM_001356235.119.81 18.74 10.02 can1 GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0022820//potassium ion symporter activity;GO:0061459//L-arginine transmembrane transporter activity;GO:0015379//potassium:chloride symporter activityGO:0097638//L-arginine import across plasma membrane;GO:1903400//L-arginine transmembrane transport;GO:1903401//L-lysine transmembrane transportK14429//solute carrier family 12 (potassium/chloride transporters), member 9NP_595740.1//arginine transporter Can1 [Schizosaccharomyces pombe 972h-]arginine transporter Can1 (can1), mRNA

NR_150118.1 NR_150118.1 23.78 26.32 41.1 NA GO:0031501//mannosyltransferase complex;GO:0005783//endoplasmic reticulum;GO:0032588//trans-Golgi network membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0033106//cis-Golgi network membraneGO:0016757//transferase activity, transferring glycosyl groups;GO:0000030//mannosyltransferase activityGO:0051999//mannosyl-inositol phosphorylceramide biosynthetic processK05528 NP_588403.1//mannosyltransferase Imt2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1253), miscRNA
2543169 NM_001019026.231.75 29.81 23.35 SPAC607.06cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0046872//metal ion binding;GO:0030246//carbohydrate binding;GO:0008237//metallopeptidase activityNA NA NP_593595.1//metallopeptidase [Schizosaccharomyces pombe 972h-]metallopeptidase (SPAC607.06c), mRNA
2540929 NM_001021133.221.38 19.98 8.32 swd3 GO:0048188//Set1C/COMPASS complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellular;GO:0000790//nuclear chromatinNA GO:0051568//histone H3-K4 methylation;GO:0070869//heterochromatin assembly involved in chromatin silencingK14963//COMPASS component SWD3NP_595227.1//WD repeat protein Swd3 [Schizosaccharomyces pombe 972h-]WD repeat protein Swd3 (swd3), mRNA
2540598 NM_001021865.229.38 22.85 16.14 SPBC24C6.02GO:0005654//nucleoplasm;GO:0030686//90S preribosome;GO:0005730//nucleolus;GO:0016021//integral component of membrane;GO:0030687//preribosome, large subunit precursor;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activityGO:0000470//maturation of LSU-rRNA;GO:0042254//ribosome biogenesis;GO:1902626//assembly of large subunit precursor of preribosome;GO:0000027//ribosomal large subunit assembly;GO:0010501//RNA secondary structure unwinding;GO:0006364//rRNA processingK14809//ATP-dependent RNA helicase DDX55/SPB4 [EC:3.6.4.13]NP_595956.1//ATP-dependent RNA helicase Spb4 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Spb4 (SPBC24C6.02), mRNA
2542981 NM_001018874.218.67 21.7 47.64 SPAC824.02 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0050185//phosphatidylinositol deacylase activity;GO:0016788//hydrolase activity, acting on ester bondsGO:0016050//vesicle organization;GO:0046488//phosphatidylinositol metabolic process;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0015031//protein transport;GO:0006621//protein retention in ER lumen;GO:0006505//GPI anchor metabolic processK05294//glycosylphosphatidylinositol deacylase [EC:3.-.-.-]NP_593441.1//GPI inositol deacylase (predicted) [Schizosaccharomyces pombe 972h-]putative GPI inositol deacylase (SPAC824.02), mRNA
2541709 NM_001019034.116.75 17.41 15.67 SPAC3C7.02cGO:0036286//eisosome filament;GO:0036362//ascus membrane;GO:0032126//eisosome;GO:0005886//plasma membraneGO:0008289//lipid binding;GO:0016301//kinase activityGO:0006469//negative regulation of protein kinase activity;GO:0006897//endocytosis;GO:0070941//eisosome assemblyK06126//ubiquinone biosynthesis monooxygenase Coq6 [EC:1.14.13.-];K12666//oligosaccharyltransferase complex subunit alpha (ribophorin I)NP_593603.1//protein kinase inhibitor associated with endocytosis (predicted) [Schizosaccharomyces pombe 972h-]putative protein kinase inhibitor (SPAC3C7.02c), partial mRNA
2541525 NM_001020036.228.01 28.79 11.03 SPAC27D7.02cGO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0006886//intracellular protein transport;GO:0016192//vesicle-mediated transportK20361 NP_594608.1//GRIP domain protein (predicted) [Schizosaccharomyces pombe 972h-]putative GRIP domain-containing protein (SPAC27D7.02c), mRNA
2542177 NM_001019010.223.93 23.79 16.52 SPAC17H9.08GO:0005634//nucleus;GO:0005622//intracellular;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0071521//Cdc42 GTPase complex;GO:0005829//cytosol;GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0000935//division septum;GO:0005886//plasma membraneGO:0002134//UTP binding;GO:0015217//ADP transmembrane transporter activity;GO:0019003//GDP binding;GO:0002135//CTP binding;GO:0003924//GTPase activity;GO:0080122//AMP transmembrane transporter activity;GO:0015228//coenzyme A transmembrane transporter activity;GO:0005525//GTP bindingGO:0000747//conjugation with cellular fusion;GO:0034307//regulation of ascospore formation;GO:0031139//positive regulation of conjugation with cellular fusion;GO:0000751//mitotic cell cycle G1 arrest in response to pheromone;GO:0006839//mitochondrial transport;GO:0051321//meiotic cell cycle;GO:0032488//Cdc42 protein signal transduction;GO:1900182//positive regulation of protein localization to nucleus;GO:0072659//protein localization to plasma membrane;GO:1990559//mitochondrial coenzyme A transmembrane transport;GO:2000769//regulation of establishment or maintenance of cell polarity regulating cell shape;GO:0032005//signal transduction involved in conjugation with cellular fusion;GO:0010514//induction of conjugation with cellular fusion;GO:0015880//coenzyme A transport;GO:0035349//coenzyme A transmembrane transport;GO:0043410//positive regulation of MAPK cascade;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0015866//ADP transportK15084//solute carrier family 25 (mitochondrial carrier protein), member 16;K07827//GTPase KRasNP_593578.1//mitochondrial coenzyme A transporter (predicted) [Schizosaccharomyces pombe 972h-]putative coenzyme A transporter (SPAC17H9.08), mRNA
2541481 NM_001355981.128.83 28.76 15.65 SPAC227.09 GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004326//tetrahydrofolylpolyglutamate synthase activity;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0008841//dihydrofolate synthase activityGO:0006536//glutamate metabolic process;GO:0006730//one-carbon metabolic process;GO:0009396//folic acid-containing compound biosynthetic processK20457 NP_592963.1//folylpolyglutamate synthase (predicted) [Schizosaccharomyces pombe 972h-]putative folylpolyglutamate synthase (SPAC227.09), mRNA
2539997 NM_001022547.223.15 23.34 10.55 shk1 GO:0071521//Cdc42 GTPase complex;GO:0051286//cell tip;GO:0005829//cytosol;GO:0005819//spindle;GO:0032153//cell division site;GO:0005876//spindle microtubule;GO:0005826//actomyosin contractile ringGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0048365//Rac GTPase binding;GO:0004672//protein kinase activityGO:0023014//signal transduction by protein phosphorylation;GO:0032488//Cdc42 protein signal transduction;GO:0070507//regulation of microtubule cytoskeleton organization;GO:1903472//negative regulation of mitotic actomyosin contractile ring contraction;GO:0030036//actin cytoskeleton organization;GO:0032147//activation of protein kinase activity;GO:0043408//regulation of MAPK cascade;GO:0007015//actin filament organization;GO:0061161//positive regulation of establishment of bipolar cell polarity regulating cell shape;GO:0031098//stress-activated protein kinase signaling cascade;GO:2000247//positive regulation of establishment or maintenance of bipolar cell polarity regulating cell shape;GO:0042981//regulation of apoptotic processK04409//p21-activated kinase 1 [EC:2.7.11.1]NP_596626.1//PAK-related kinase Shk1 [Schizosaccharomyces pombe 972h-]PAK-like kinase Shk1 (shk1), mRNA
2543248 NM_001356037.128.97 27.42 14.2 orc3 GO:0031261//DNA replication preinitiation complex;GO:0000784//nuclear chromosome, telomeric region;GO:0005656//nuclear pre-replicative complex;GO:0005664//nuclear origin of replication recognition complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003688//DNA replication origin binding;GO:0003677//DNA bindingGO:0006267//pre-replicative complex assembly involved in nuclear cell cycle DNA replication;GO:0006260//DNA replication;GO:1902975//mitotic DNA replication initiation;GO:0006270//DNA replication initiationK02605//origin recognition complex subunit 3XP_001713061.1//origin recognition complex subunit Orp3 (predicted) [Schizosaccharomyces pombe 972h-]putative origin recognition complex subunit Orp3 (orc3), mRNA
2541174 NM_001022254.235.06 28.4 30.18 SPBC776.17 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0032545//CURI complex;GO:0005829//cytosol;GO:0034456//UTP-C complexNA GO:0000028//ribosomal small subunit assembly;GO:0006364//rRNA processingK14545//ribosomal RNA-processing protein 7NP_596333.2//rRNA processing protein Rrp7 (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA processing protein Rrp7 (SPBC776.17), mRNA
2539703 NM_001023784.228.71 25.95 19.63 fkh2 GO:0005634//nucleus;GO:0097221//M/G1 phase-specific MADS box-forkhead transcription factor complex;GO:0000790//nuclear chromatinGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001078//transcriptional repressor activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0009653//anatomical structure morphogenesis;GO:0030154//cell differentiation;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:1900237//positive regulation of induction of conjugation with cellular fusion;GO:0000917//division septum assemblyK09413 NP_596764.1//fork head transcription factor Fkh2 [Schizosaccharomyces pombe 972h-]fork head transcription factor Fkh2 (fkh2), mRNA
2539814 NM_001022393.327.9 23.81 22.81 SPBC1105.18cGO:0005762//mitochondrial large ribosomal subunit;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0016150//translation release factor activity, codon nonspecific;GO:0003747//translation release factor activity;GO:0004045//aminoacyl-tRNA hydrolase activityGO:0032543//mitochondrial translation;GO:0070126//mitochondrial translational termination;GO:0072344//rescue of stalled ribosomeK02835//peptide chain release factor 1NP_596474.2//peptide release factor (predicted) [Schizosaccharomyces pombe 972h-]putative peptide release factor (SPBC1105.18c), mRNA
2540670 NM_001022338.226.45 26.95 13.74 nca2 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005741//mitochondrial outer membraneNA GO:0016071//mRNA metabolic processK18158 NP_596419.1//mitochondrial protein Nca2 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Nca2 (nca2), mRNA
2540095 NM_001355916.126.08 24.41 10.64 SPBC115.03 GO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityGO:0006740//NADPH regenerationK00010//myo-inositol 2-dehydrogenase / D-chiro-inositol 1-dehydrogenase [EC:1.1.1.18 1.1.1.369];K00545//catechol O-methyltransferase [EC:2.1.1.6]NP_595258.2//gfo/idh/mocA family oxidoreductase (predicted) [Schizosaccharomyces pombe 972h-]putative gfo/idh/mocA family oxidoreductase (SPBC115.03), mRNA
2542245 NM_001018911.227.04 22.45 16.29 SPAC17A5.10GO:0005737//cytoplasmNA NA NA NP_593478.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC17A5.10), mRNA
2539414 NM_001023366.224.32 24.81 8.23 SPCC74.02c GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005829//cytosol;GO:1990567//DPS complexGO:0000149//SNARE binding;GO:0003723//RNA bindingGO:0006886//intracellular protein transport;GO:0006397//mRNA processing;GO:1905213//negative regulation of mitotic chromosome condensation;GO:0006904//vesicle docking involved in exocytosis;GO:0006379//mRNA cleavageK19998//sec1 family domain-containing protein 1NP_588375.1//mRNA cleavage and polyadenylation specificity factor complex associated protein [Schizosaccharomyces pombe 972h-]cleavage and polyadenylation specificity factor complex-associated protein (SPCC74.02c), mRNA
2540558 NM_001022156.217.77 18.96 8.97 clr1 GO:0033553//rDNA heterochromatin;GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0031934//mating-type region heterochromatin;GO:0031225//anchored component of membrane;GO:1990707//nuclear subtelomeric heterochromatin;GO:0070824//SHREC complex;GO:0005886//plasma membrane;GO:0031618//nuclear pericentric heterochromatinGO:0046872//metal ion binding;GO:0003676//nucleic acid bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0006342//chromatin silencing;GO:0016569//covalent chromatin modification;GO:0000183//chromatin silencing at rDNA;GO:0016584//nucleosome positioning;GO:0030702//chromatin silencing at centromereK01183//chitinase [EC:3.2.1.14]NP_596236.1//cryptic loci regulator Clr1 [Schizosaccharomyces pombe 972h-]cryptic loci regulator Clr1 (clr1), mRNA
2540313 NM_001021312.127.93 29.42 18.63 ppk27 GO:0005829//cytosol;GO:0005622//intracellularGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0004683//calmodulin-dependent protein kinase activity;GO:0005516//calmodulin bindingGO:0018107//peptidyl-threonine phosphorylation;GO:0000165//MAPK cascade;GO:0018105//peptidyl-serine phosphorylation;GO:0034599//cellular response to oxidative stress;GO:0051726//regulation of cell cycle;GO:0035556//intracellular signal transductionK08286 NP_595405.1//serine/threonine protein kinase Ppk27 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk27 (ppk27), partial mRNA
2542862 NM_001018966.224.24 24.86 15.47 arb1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0033167//ARC complex;GO:0005737//cytoplasm;GO:0034507//chromosome, centromeric outer repeat regionGO:0008428//ribonuclease inhibitor activityGO:0051570//regulation of histone H3-K9 methylation;GO:0033168//conversion of ds siRNA to ss siRNA involved in RNA interference;GO:0031048//chromatin silencing by small RNA;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0030702//chromatin silencing at centromereNA NP_593532.1//argonaute binding protein 1 [Schizosaccharomyces pombe 972h-]argonaute-binding protein 1 (arb1), mRNA
2541142 NM_001021395.231.72 27.91 19.78 SPBC725.04 GO:0005829//cytosol;GO:0005777//peroxisome;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0016831//carboxy-lyase activity;GO:0003824//catalytic activity;GO:0030976//thiamine pyrophosphate bindingGO:0001561//fatty acid alpha-oxidationK12261//2-hydroxyacyl-CoA lyase 1 [EC:4.1.-.-]NP_595484.1//oxalyl-CoA decarboxylase (predicted) [Schizosaccharomyces pombe 972h-]putative oxalyl-CoA decarboxylase (SPBC725.04), mRNA
2541222 NM_001022402.229.56 25.62 19.72 SPBC887.08 GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_596482.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC887.08), mRNA
2540200 NM_001021347.224.5 22.88 18.54 dus2 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0017150//tRNA dihydrouridine synthase activity;GO:0050660//flavin adenine dinucleotide binding;GO:0102264//tRNA-dihydrouridine20 synthase activityGO:0002943//tRNA dihydrouridine synthesisK05543//tRNA-dihydrouridine synthase 2 [EC:1.3.1.91]NP_595439.1//tRNA dihydrouridine synthase Dus2 (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA dihydrouridine synthase Dus2 (dus2), mRNA
2540122 NM_001022208.231.44 35.86 18.57 SPBC1778.03cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0016787//hydrolase activity;GO:0000210//NAD+ diphosphatase activityGO:0006734//NADH metabolic processK03426//NAD+ diphosphatase [EC:3.6.1.22]NP_596286.1//NADH pyrophosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative NADH pyrophosphatase (SPBC1778.03c), mRNA
2542137 NM_001018425.211.85 11.87 7.4 byr1 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004708//MAP kinase kinase activityGO:0030435//sporulation resulting in formation of a cellular spore;GO:0000165//MAPK cascade;GO:0000747//conjugation with cellular fusion;GO:0031137//regulation of conjugation with cellular fusion;GO:0034307//regulation of ascospore formation;GO:0032005//signal transduction involved in conjugation with cellular fusion;GO:0042981//regulation of apoptotic process;GO:0031098//stress-activated protein kinase signaling cascadeK11226 NP_593026.1//MAP kinase kinase Byr1 [Schizosaccharomyces pombe 972h-]MAP kinase kinase Byr1 (byr1), mRNA
2543407 NM_001019383.225.04 24.77 7.07 cdc24 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005829//cytosol;GO:0030428//cell septum;GO:0043596//nuclear replication fork;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0000729//DNA double-strand break processing;GO:1903461//Okazaki fragment processing involved in mitotic DNA replication;GO:0000724//double-strand break repair via homologous recombinationNA NP_593956.1//DNA replication protein Cdc24 [Schizosaccharomyces pombe 972h-]DNA replication protein Cdc24 (cdc24), mRNA
2540010 NM_001355791.131.12 32.63 17.17 SPBP19A11.07cGO:0016020//membrane;GO:0000138//Golgi trans cisterna;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005797//Golgi medial cisternaNA GO:0006886//intracellular protein transportNA XP_001713138.2//hypothetical protein SPBP19A11.07c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBP19A11.07c), mRNA
2540267 NM_001022579.228.77 25.07 9.19 ppk25 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0000278//mitotic cell cycle;GO:0007165//signal transduction;GO:0035556//intracellular signal transductionK19852//serine/threonine protein kinase KIN1/2 [EC:2.7.11.1]NP_596657.1//serine/threonine protein kinase Ppk25 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk25 (ppk25), mRNA

NR_150191.1 NR_150191.1 24.74 25.61 10.68 NA GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005353//fructose transmembrane transporter activity;GO:0015128//gluconate transmembrane transporter activity;GO:0005355//glucose transmembrane transporter activity;GO:0005351//sugar:proton symporter activityGO:0098708//glucose import across plasma membrane;GO:0035429//gluconate transmembrane transport;GO:0035428//hexose transmembrane transport;GO:0046323//glucose import;GO:1990539//fructose import across plasma membraneK08139 NP_595064.1//hexose transporter Ght4 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1319), miscRNA
NR_150998.1 NR_150998.1 20.66 6.54 9.89 NA GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0090568//nuclear transcriptional repressor complex;GO:0000790//nuclear chromatinGO:0042393//histone bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006342//chromatin silencing;GO:0045014//negative regulation of transcription by glucose;GO:0006351//transcription, DNA-templatedK06666 NP_592873.1//transcriptional corepressor Tup11 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.635), miscRNA

2541330 NM_001021288.314.41 13.42 28.21 nup131 GO:0016020//membrane;GO:0005643//nuclear pore;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0031080//nuclear pore outer ring;GO:0032153//cell division siteGO:0005487//nucleocytoplasmic transporter activity;GO:0017056//structural constituent of nuclear poreGO:0031081//nuclear pore distribution;GO:0006913//nucleocytoplasmic transport;GO:0000972//transcription-dependent tethering of RNA polymerase II gene DNA at nuclear periphery;GO:0006355//regulation of transcription, DNA-templated;GO:0006325//chromatin organization;GO:0006606//protein import into nucleus;GO:0006405//RNA export from nucleusK14300//nuclear pore complex protein Nup133NP_595381.3//nucleoporin Nup131 [Schizosaccharomyces pombe 972h-]nucleoporin Nup131 (nup131), mRNA
2540330 NM_001022017.230.14 30.96 25.59 smf1 GO:0005685//U1 snRNP;GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005686//U2 snRNP;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0046540//U4/U6 x U5 tri-snRNP complex;GO:0071013//catalytic step 2 spliceosome;GO:0005681//spliceosomal complex;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005829//cytosol;GO:0005682//U5 snRNP;GO:0071014//post-mRNA release spliceosomal complexGO:0003723//RNA binding;GO:0050291//sphingosine N-acyltransferase activityGO:0000398//mRNA splicing, via spliceosome;GO:0007009//plasma membrane organization;GO:0051321//meiotic cell cycle;GO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosome;GO:0000387//spliceosomal snRNP assembly;GO:0046513//ceramide biosynthetic processK11098//small nuclear ribonucleoprotein F;K04709NP_596102.1//sphingosine N-acyltransferase Lac1 [Schizosaccharomyces pombe 972h-]Sm snRNP core protein Smf1 (smf1), mRNA

NR_151273.1 NR_151273.1 22.14 36.51 22.22 NA GO:0035840//old growing cell tip;GO:0030479//actin cortical patch;GO:0031097//medial cortex;GO:0035841//new growing cell tip;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0003779//actin binding;GO:0030276//clathrin binding;GO:0030674//protein binding, bridging;GO:0005546//phosphatidylinositol-4,5-bisphosphate binding;GO:0005543//phospholipid bindingGO:0030036//actin cytoskeleton organization;GO:0006897//endocytosis;GO:0030866//cortical actin cytoskeleton organization;GO:0034613//cellular protein localization;GO:0030950//establishment or maintenance of actin cytoskeleton polarityK20040//huntingtin-interacting protein 1-related proteinBAA13928.1//unnamed protein product, partial [Schizosaccharomyces pombe]antisense RNA (predicted), possible alternative UTR (SPNCRNA.888), miscRNA
2540688 NM_001021703.220.69 19.56 6.78 SPBC1E8.03cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_595801.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1E8.03c), mRNA
2541388 NM_001022458.220.01 17.89 6.93 thi5 GO:0005634//nucleus;GO:0016021//integral component of membraneGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK09248;K09240NP_596537.1//transcription factor Thi5 [Schizosaccharomyces pombe 972h-]transcription factor Thi5 (thi5), mRNA
2541663 NM_001018455.220.75 22.51 271.37 ppk8 GO:0051286//cell tip;GO:0005634//nucleus;GO:0005829//cytosol;GO:0032153//cell division site;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0006808//regulation of nitrogen utilization;GO:0006468//protein phosphorylation;GO:0035556//intracellular signal transductionK15361//WD repeat-containing protein 48;K08286;K10875//DNA repair and recombination protein RAD54 and RAD54-like protein [EC:3.6.4.-]NP_593057.1//serine/threonine protein kinase Ppk8 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk8 (ppk8), mRNA
2541270 NM_001021106.225.12 22.65 8.17 ctf18 GO:0005634//nucleus;GO:0031390//Ctf18 RFC-like complex;GO:0005829//cytosol;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0005524//ATP bindingGO:0045005//DNA-dependent DNA replication maintenance of fidelity;GO:0007049//cell cycleK11269//chromosome transmission fidelity protein 18NP_595200.1//RFC-like complex subunit Ctf18 [Schizosaccharomyces pombe 972h-]RFC-like complex subunit Ctf18 (ctf18), mRNA
2540884 NM_001021596.230.8 26.82 24.64 smd3 GO:0005685//U1 snRNP;GO:0005686//U2 snRNP;GO:0046540//U4/U6 x U5 tri-snRNP complex;GO:0005681//spliceosomal complex;GO:0071014//post-mRNA release spliceosomal complex;GO:0071011//precatalytic spliceosome;GO:0097526//spliceosomal tri-snRNP complex;GO:0005634//nucleus;GO:0034719//SMN-Sm protein complex;GO:0005687//U4 snRNP;GO:0071013//catalytic step 2 spliceosome;GO:0034715//pICln-Sm protein complex;GO:0071010//prespliceosome;GO:0071004//U2-type prespliceosome;GO:0005682//U5 snRNP;GO:0005689//U12-type spliceosomal complex;GO:0002144//cytosolic tRNA wobble base thiouridylase complex;GO:0000243//commitment complex;GO:0034507//chromosome, centromeric outer repeat regionGO:0003723//RNA binding;GO:0003729//mRNA binding;GO:0016779//nucleotidyltransferase activity;GO:0016783//sulfurtransferase activity;GO:0000049//tRNA bindingGO:0032447//protein urmylation;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0000395//mRNA 5'-splice site recognition;GO:0000245//spliceosomal complex assembly;GO:0045292//mRNA cis splicing, via spliceosome;GO:0002143//tRNA wobble position uridine thiolation;GO:0000387//spliceosomal snRNP assemblyK11088//small nuclear ribonucleoprotein D3;K14169//cytoplasmic tRNA 2-thiolation protein 2NP_595698.1//cytosolic thiouridylase subunit Ctu2 [Schizosaccharomyces pombe 972h-]Sm snRNP core protein Smd3 (smd3), mRNA
2541332 NM_001022429.228.01 28.31 10.17 pop7 GO:0000172//ribonuclease MRP complex;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005655//nucleolar ribonuclease P complexGO:0004526//ribonuclease P activity;GO:0003676//nucleic acid bindingGO:0034965//intronic box C/D snoRNA processing;GO:1905267//endonucleolytic cleavage involved in tRNA processing;GO:0006379//mRNA cleavage;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processing;GO:0008033//tRNA processingK14527//ribonuclease P/MRP protein subunit RPP20 [EC:3.1.26.5]NP_596508.1//RNAseP RNAse MRP subunit Pop7 (predicted) [Schizosaccharomyces pombe 972h-]putative Rnase P/MRP subunit Pop7 (pop7), mRNA
2541650 NM_001020349.227.78 27.38 9.39 laf1 GO:0070461//SAGA-type complex;GO:0032221//Rpd3S complex;GO:1990483//Clr6 histone deacetylase complex I'';GO:0070210//Rpd3L-Expanded complexGO:0003677//DNA binding;GO:0003713//transcription coactivator activity;GO:0003682//chromatin binding;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0035066//positive regulation of histone acetylation;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylationK11314//transcriptional adapter 2-alphaNP_594917.1//clr6 L associated factor 1 Laf1 [Schizosaccharomyces pombe 972h-]clr6 L-associated factor 1 Laf1 (laf1), mRNA
2539324 NM_001023374.220.58 19.82 15.71 pof6 GO:0005634//nucleus;GO:0051286//cell tip;GO:0030428//cell septum;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0000145//exocyst;GO:0005829//cytosol;GO:0000151//ubiquitin ligase complexGO:0030674//protein binding, bridgingGO:0000920//cell separation after cytokinesis;GO:0070647//protein modification by small protein conjugation or removal;GO:0048278//vesicle docking;GO:0006897//endocytosis;GO:0007049//cell cycle;GO:0006893//Golgi to plasma membrane transport;GO:0006887//exocytosisK15071 NP_588383.1//F-box protein Pof6 [Schizosaccharomyces pombe 972h-]F-box protein Pof6 (pof6), mRNA
2540395 NM_001021008.224.94 24.03 13.03 gle1 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0005635//nuclear envelope;GO:0005737//cytoplasm;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0044614//nuclear pore cytoplasmic filamentsGO:0000822//inositol hexakisphosphate binding;GO:0031369//translation initiation factor binding;GO:0005543//phospholipid bindingGO:0006449//regulation of translational termination;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0006446//regulation of translational initiationK18723//nucleoporin GLE1NP_595101.1//RNA export factor, cytoplasmic nucleoporin Gle1 [Schizosaccharomyces pombe 972h-]nucleoporin Gle1 (gle1), mRNA
2538993 NM_001023222.223.77 24.65 9.19 tco89 GO:0031931//TORC1 complex;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0031929//TOR signaling;GO:0030435//sporulation resulting in formation of a cellular spore;GO:0051321//meiotic cell cycleNA NP_588232.1//TORC1 subunit Tco89 [Schizosaccharomyces pombe 972h-]TORC1 subunit Tco89 (tco89), mRNA
3361306 NM_001022003.227.01 27.2 16.59 nbs1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0030870//Mre11 complexGO:0003684//damaged DNA bindingGO:0000722//telomere maintenance via recombination;GO:0070198//protein localization to chromosome, telomeric region;GO:0007095//mitotic G2 DNA damage checkpoint;GO:0006281//DNA repair;GO:1990898//meiotic DNA double-strand break clipping;GO:0072422//signal transduction involved in DNA damage checkpoint;GO:1990166//protein localization to site of double-strand break;GO:0032508//DNA duplex unwinding;GO:0016233//telomere capping;GO:0006302//double-strand break repair;GO:0031573//intra-S DNA damage checkpoint;GO:0042770//signal transduction in response to DNA damage;GO:0042138//meiotic DNA double-strand break formation;GO:0042769//DNA damage response, detection of DNA damage;GO:0000724//double-strand break repair via homologous recombination;GO:0006303//double-strand break repair via nonhomologous end joining;GO:0000723//telomere maintenanceNA NP_001018823.1//Mre11 complex subunit Nbs1 [Schizosaccharomyces pombe 972h-]Mre11 complex subunit Nbs1 (nbs1), mRNA

NR_151337.1 NR_151337.1 30.96 27.86 8.81 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneNA NA NA NP_594363.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.946), miscRNA
NR_151291.1 NR_151291.1 25.43 30.62 65.75 NA GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005829//cytosol;GO:0000794//condensed nuclear chromosomeGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0042802//identical protein binding;GO:0043142//single-stranded DNA-dependent ATPase activity;GO:0003690//double-stranded DNA binding;GO:1905334//Swi5-Sfr1 complex binding;GO:0003697//single-stranded DNA binding;GO:0000150//recombinase activity;GO:0008094//DNA-dependent ATPase activity;GO:0016887//ATPase activity;GO:0000400//four-way junction DNA bindingGO:0006311//meiotic gene conversion;GO:0006281//DNA repair;GO:0010212//response to ionizing radiation;GO:0051260//protein homooligomerization;GO:0042148//strand invasion;GO:0070192//chromosome organization involved in meiotic cell cycle;GO:0000709//meiotic joint molecule formation;GO:0007131//reciprocal meiotic recombination;GO:0006312//mitotic recombination;GO:0000730//DNA recombinase assembly;GO:0010520//regulation of reciprocal meiotic recombinationK10872//meiotic recombination protein DMC1BAA23984.1//SpDmc1 [Schizosaccharomyces pombe]antisense RNA (predicted) (SPNCRNA.904), miscRNA

2542555 NM_001020237.224.24 20.43 9.02 SPAC1952.06cGO:0005634//nucleus;GO:0005681//spliceosomal complexNA GO:0045292//mRNA cis splicing, via spliceosomeK12864//beta-catenin-like protein 1NP_594808.1//DUF1716 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1952.06c), mRNA
2541548 NM_001019905.222.13 23.55 8.26 SPAC25B8.16GO:0000172//ribonuclease MRP complex;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030677//ribonuclease P complex;GO:0005655//nucleolar ribonuclease P complexGO:0000049//tRNA binding;GO:0000171//ribonuclease MRP activity;GO:0004526//ribonuclease P activityGO:1905267//endonucleolytic cleavage involved in tRNA processing;GO:0006379//mRNA cleavage;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0001682//tRNA 5'-leader removal;GO:0006364//rRNA processing;GO:0008033//tRNA processingK01164//ribonuclease P/MRP protein subunit POP1 [EC:3.1.26.5]NP_594476.1//RNase P and RNase MRP subunit (predicted) [Schizosaccharomyces pombe 972h-]putative Rnase P/MRP subunit (SPAC25B8.16), mRNA
2543157 NM_001019372.231.68 29.14 33.35 SPAC3F10.12cGO:0005634//nucleusGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046983//protein dimerization activityGO:0006357//regulation of transcription from RNA polymerase II promoterK09104//bHLH factor, otherNP_593944.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPAC3F10.12c), mRNA
2540805 NM_001021764.328.97 27.09 25.14 SPBC18E5.13GO:0005739//mitochondrionGO:0043022//ribosome binding;GO:0003743//translation initiation factor activityGO:0070124//mitochondrial translational initiation;GO:0032790//ribosome disassemblyK02520//translation initiation factor IF-3NP_595860.2//mitochondrial translation initiation factor (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial translation initiation factor (SPBC18E5.13), mRNA
2542312 NM_001356098.123.58 27.23 18.96 nse2 GO:0030915//Smc5-Smc6 complex;GO:0005634//nucleus;GO:0005829//cytosolGO:0061665//SUMO ligase activity;GO:0008270//zinc ion binding;GO:0019789//SUMO transferase activity;GO:0016874//ligase activityGO:0016925//protein sumoylation;GO:0051321//meiotic cell cycle;GO:0000724//double-strand break repair via homologous recombinationNA XP_001713077.3//Smc5-6 complex non-SMC subunit 2 [Schizosaccharomyces pombe 972h-]Smc5-6 complex non-SMC subunit 2 (nse2), mRNA
2543101 NM_001019794.217.89 16.27 6.61 SPAC323.03cGO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005737//cytoplasm;GO:0032153//cell division siteNA NA NA NP_594373.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC323.03c), mRNA
2542741 NM_001019723.225.35 23.45 8.53 ppk3 GO:0005794//Golgi apparatus;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0006409//tRNA export from nucleusK08876//SCY1-like protein 1NP_594300.1//HEAT repeat protein Ppk3 [Schizosaccharomyces pombe 972h-]HEAT repeat protein Ppk3 (ppk3), mRNA
2541575 NM_001020061.223.89 24.09 16.89 SPAC12B10.01cGO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0004842//ubiquitin-protein transferase activity;GO:0016874//ligase activityGO:0006511//ubiquitin-dependent protein catabolic processK10590//E3 ubiquitin-protein ligase TRIP12 [EC:2.3.2.26]NP_594633.2//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPAC12B10.01c), mRNA
2542169 NM_001020305.224.49 25.66 13.1 SPAC29A4.06cGO:0005634//nucleus;GO:0030529//intracellular ribonucleoprotein complex;GO:0005829//cytosolGO:0003729//mRNA bindingGO:0045292//mRNA cis splicing, via spliceosomeK20526//transgelinNP_594876.1//hypothetical protein SPAC29A4.06c [Schizosaccharomyces pombe 972h-]CCDC55 family protein (SPAC29A4.06c), mRNA
2542147 NM_001019213.224.05 24.11 11.92 upf2 GO:0005829//cytosol;GO:0035145//exon-exon junction complex;GO:0005737//cytoplasm;GO:0005844//polysomeGO:0003723//RNA bindingGO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:0000184//nuclear-transcribed mRNA catabolic process, nonsense-mediated decayK14327//regulator of nonsense transcripts 2NP_593784.1//nonsense-mediated decay protein Upf2 [Schizosaccharomyces pombe 972h-]nonsense-mediated decay protein Upf2 (upf2), mRNA

NR_151336.1 NR_151336.1 25.64 21.57 0 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.945), miscRNA
2540784 NM_001022535.224.26 24.12 9.47 mcm6 GO:0031261//DNA replication preinitiation complex;GO:0005634//nucleus;GO:0097373//MCM core complex;GO:0005656//nuclear pre-replicative complex;GO:0042555//MCM complex;GO:0005829//cytosol;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003697//single-stranded DNA binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:1990518//single-stranded DNA-dependent ATP-dependent 3'-5' DNA helicase activity;GO:0003678//DNA helicase activity;GO:0003727//single-stranded RNA binding;GO:0033679//3'-5' DNA/RNA helicase activityGO:0006279//premeiotic DNA replication;GO:1902975//mitotic DNA replication initiation;GO:0006270//DNA replication initiation;GO:1902969//mitotic DNA replication;GO:0000724//double-strand break repair via homologous recombinationK02542//DNA replication licensing factor MCM6 [EC:3.6.4.12]NP_596614.1//MCM complex subunit Mcm6 [Schizosaccharomyces pombe 972h-]MCM complex subunit Mcm6 (mcm6), mRNA
2542734 NM_001020301.221.43 21.59 8.02 rrn5 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0000500//RNA polymerase I upstream activating factor complexGO:0003677//DNA binding;GO:0000182//rDNA binding;GO:0001168//transcription factor activity, RNA polymerase I upstream control element sequence-specific bindingGO:0042790//transcription of nuclear large rRNA transcript from RNA polymerase I promoter;GO:0006360//transcription from RNA polymerase I promoterK15217 NP_594872.1//RNA polymerase I upstream activation factor complex subunit Rrn5 [Schizosaccharomyces pombe 972h-]RNA polymerase I upstream activation factor complex subunit Rrn5 (rrn5), mRNA
2539974 NM_001021508.233.21 32.17 24.85 git5 GO:0005634//nucleus;GO:0005834//heterotrimeric G-protein complex;GO:0005829//cytosolGO:0030159//receptor signaling complex scaffold activity;GO:0004871//signal transducer activityGO:0030435//sporulation resulting in formation of a cellular spore;GO:0008277//regulation of G-protein coupled receptor protein signaling pathway;GO:0010619//adenylate cyclase-activating glucose-activated G-protein coupled receptor signaling pathway;GO:0045014//negative regulation of transcription by glucose;GO:0031138//negative regulation of conjugation with cellular fusion;GO:0032092//positive regulation of protein bindingK04536//guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1AAC37501.1//G protein beta subunit Gpb1 [Schizosaccharomyces pombe]heterotrimeric G protein beta subunit Git5 (git5), mRNA
2540438 NM_001022141.233.44 28.61 10.84 orc6 GO:0031261//DNA replication preinitiation complex;GO:0005634//nucleus;GO:0005656//nuclear pre-replicative complex;GO:0005664//nuclear origin of replication recognition complex;GO:0005829//cytosol;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003688//DNA replication origin bindingGO:0006260//DNA replication;GO:1902975//mitotic DNA replication initiation;GO:0006270//DNA replication initiation;GO:1902985//mitotic pre-replicative complex assemblyK02608//origin recognition complex subunit 6NP_596222.1//origin recognition complex subunit Orc6 [Schizosaccharomyces pombe 972h-]origin recognition complex subunit Orc6 (orc6), mRNA
2540949 NM_001021948.223.54 24.06 35.23 SPBC365.09cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0003690//double-stranded DNA binding;GO:0003676//nucleic acid bindingGO:0006260//DNA replication;GO:1902969//mitotic DNA replication;GO:0006974//cellular response to DNA damage stimulusK13102//DNA/RNA-binding protein KIN17NP_596038.1//KIN17-like protein [Schizosaccharomyces pombe 972h-]KIN17-like protein (SPBC365.09c), mRNA

NR_149983.1 NR_149983.1 28.86 29.9 25.07 NA GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrion;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK03809;K02994NP_587781.1//mitochondrial ribosomal protein subunit S8 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1131), miscRNA
2543234 NM_001018183.233.56 29.48 27.62 SPAC977.11 GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:1903425//fluoride transmembrane transporter activityGO:1903424//fluoride transmembrane transportK06199//fluoride exporterNP_592783.1//CRCB domain protein [Schizosaccharomyces pombe 972h-]CRCB domain protein (SPAC977.11), mRNA
3361399 NM_001018703.325.3 23.93 12.16 SPAPB17E12.08GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0034599//cellular response to oxidative stress;GO:0006487//protein N-linked glycosylationNA NP_001018223.3//N-glycosylation protein (predicted) [Schizosaccharomyces pombe 972h-]putative N-glycosylation protein (SPAPB17E12.08), partial mRNA
2541728 NM_001020166.234.76 44.05 91.37 hri1 GO:0005829//cytosolGO:0005524//ATP binding;GO:0004694//eukaryotic translation initiation factor 2alpha kinase activityGO:0071849//G1 cell cycle arrest in response to nitrogen starvation;GO:1990625//negative regulation of cytoplasmic translational initiation in response to stressK16196//eukaryotic translation initiation factor 2-alpha kinase 4 [EC:2.7.11.1];K08860//eukaryotic translation initiation factor 2-alpha kinase 3 [EC:2.7.11.1];K16194//eukaryotic translation initiation factor 2-alpha kinase 1 [EC:2.7.11.1]NP_594738.1//eIF2 alpha kinase Hri1 [Schizosaccharomyces pombe 972h-]eIF2 alpha kinase Hri1 (hri1), mRNA
2539769 NM_001021119.220.42 18.95 18.09 cti6 GO:0005634//nucleus;GO:0032221//Rpd3S complex;GO:0070210//Rpd3L-Expanded complex;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0008134//transcription factor bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016575//histone deacetylationK11294//nucleolinNP_595212.1//histone deacetylase complex subunit Cti6 [Schizosaccharomyces pombe 972h-]histone deacetylase complex subunit Cti6 (cti6), mRNA
5802865 NM_001355999.124.61 18.91 14.09 SPAC23C4.04cNA NA NA NA XP_001713047.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC23C4.04c), partial mRNA
2543406 NM_001018787.229.68 26.04 8.77 atp12 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0051082//unfolded protein bindingGO:0033615//mitochondrial proton-transporting ATP synthase complex assembly;GO:0043461//proton-transporting ATP synthase complex assemblyK07556//ATP synthase mitochondrial F1 complex assembly factor 2NP_593355.2//F1-ATPase chaperone Atp12 (predicted) [Schizosaccharomyces pombe 972h-]putative F1-ATPase chaperone Atp12 (atp12), mRNA
2540092 NM_001021035.210.21 8.91 2.88 SPBC1773.13GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0080130//L-phenylalanine:2-oxoglutarate aminotransferase activity;GO:0008793//aromatic-amino-acid:2-oxoglutarate aminotransferase activity;GO:0008483//transaminase activity;GO:0030170//pyridoxal phosphate bindingGO:0009072//aromatic amino acid family metabolic process;GO:0009058//biosynthetic processK00838 NP_595128.1//aromatic aminotransferase (predicted) [Schizosaccharomyces pombe 972h-]putative aromatic aminotransferase (SPBC1773.13), mRNA
2539444 NM_001023431.120.03 24.21 7.32 swc5 GO:0000812//Swr1 complex;GO:0005634//nucleusNA GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016569//covalent chromatin modification;GO:0043486//histone exchange;GO:0006351//transcription, DNA-templatedK11294//nucleolinNP_588440.1//Swr1 complex subunit Swc5 [Schizosaccharomyces pombe 972h-]Swr1 complex subunit Swc5 (swc5), partial mRNA
2540555 NM_001021676.226.07 27.44 6.58 mcs2 GO:0005675//holo TFIIH complex;GO:0005634//nucleus;GO:0000307//cyclin-dependent protein kinase holoenzyme complex;GO:0070985//TFIIK complexGO:0061575//cyclin-dependent protein serine/threonine kinase activator activity;GO:0019914//cyclin-dependent protein kinase activating kinase regulator activityGO:1901409//positive regulation of phosphorylation of RNA polymerase II C-terminal domain;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0051301//cell division;GO:0006351//transcription, DNA-templated;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0007049//cell cycleK06634//cyclin HNP_595776.1//TFIIH complex cyclin Mcs2 [Schizosaccharomyces pombe 972h-]TFIIH complex cyclin Mcs2 (mcs2), mRNA

NR_149920.1 NR_149920.1 25.55 28.41 25.29 NA GO:0005634//nucleus;GO:0019898//extrinsic component of membrane;GO:0031410//cytoplasmic vesicle;GO:0034657//GID complex;GO:0005773//vacuoleNA GO:0006623//protein targeting to vacuole;GO:0007039//protein catabolic process in the vacuole;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0045721//negative regulation of gluconeogenesis;GO:0016192//vesicle-mediated transportNA NP_594952.1//Vid24 family protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1074), miscRNA
2538760 NM_001022848.222.87 22.41 9.06 rad16 GO:0000110//nucleotide-excision repair factor 1 complex;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0000109//nucleotide-excision repair complex;GO:0005737//cytoplasmGO:0003697//single-stranded DNA binding;GO:0003677//DNA binding;GO:1990599//3' overhang single-stranded DNA endodeoxyribonuclease activity;GO:0003684//damaged DNA bindingGO:0045002//double-strand break repair via single-strand annealing;GO:0000712//resolution of meiotic recombination intermediates;GO:0000736//double-strand break repair via single-strand annealing, removal of nonhomologous ends;GO:0006296//nucleotide-excision repair, DNA incision, 5'-to lesion;GO:0006289//nucleotide-excision repair;GO:0007131//reciprocal meiotic recombination;GO:0007533//mating type switching;GO:0000724//double-strand break repair via homologous recombination;GO:1901255//nucleotide-excision repair involved in interstrand cross-link repair;GO:0007534//gene conversion at mating-type locusK10848//DNA excision repair protein ERCC-4 [EC:3.1.-.-]NP_587855.2//DNA repair endonuclease XPF [Schizosaccharomyces pombe 972h-]DNA repair endonuclease XPF (rad16), mRNA

NR_149925.1 NR_149925.1 29.83 29.11 18.81 NA GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0043596//nuclear replication forkGO:0000287//magnesium ion binding;GO:0046872//metal ion binding;GO:0051908//double-stranded DNA 5'-3' exodeoxyribonuclease activity;GO:0003677//DNA binding;GO:1904162//5'-3' exodeoxyribonuclease activity involved in UV-damage excision repair;GO:0017108//5'-flap endonuclease activity;GO:0045145//single-stranded DNA 5'-3' exodeoxyribonuclease activityGO:1903469//removal of RNA primer involved in mitotic DNA replication;GO:0000731//DNA synthesis involved in DNA repair;GO:0001302//replicative cell aging;GO:0000734//gene conversion at mating-type locus, DNA repair synthesis;GO:0006286//base-excision repair, base-free sugar-phosphate removal;GO:0006303//double-strand break repair via nonhomologous end joining;GO:0035753//maintenance of DNA trinucleotide repeatsK04799//flap endonuclease-1 [EC:3.-.-.-]NP_594972.1//FEN-1 endonuclease Rad2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1079), miscRNA
2540883 NM_001021211.227.25 27.86 14.53 stt4 GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0016301//kinase activity;GO:0004430//1-phosphatidylinositol 4-kinase activityGO:0006646//phosphatidylethanolamine biosynthetic process;GO:0030036//actin cytoskeleton organization;GO:1903474//maintenance of mitotic actomyosin contractile ring localization;GO:0048015//phosphatidylinositol-mediated signaling;GO:0046854//phosphatidylinositol phosphorylationK00888//phosphatidylinositol 4-kinase A [EC:2.7.1.67]NP_595304.1//1-phosphatidylinositol 4-kinase Stt4 (predicted) [Schizosaccharomyces pombe 972h-]putative 1-phosphatidylinositol 4-kinase Stt4 (stt4), mRNA
2543477 NM_001019320.220.54 23.53 38.8 SPAPB2B4.04cGO:0005887//integral component of plasma membrane;GO:0071627//integral component of fungal-type vacuolar membraneGO:0005524//ATP binding;GO:0005388//calcium-transporting ATPase activity;GO:0005509//calcium ion bindingGO:0070588//calcium ion transmembrane transport;GO:0006874//cellular calcium ion homeostasisK01537//Ca2+-transporting ATPase [EC:3.6.3.8]NP_593890.1//vacuolar calcium transporting P-type ATPase P2 type, Pmc1 [Schizosaccharomyces pombe 972h-]P2 type calcium transporting P-type ATPase Pmc1 (SPAPB2B4.04c), mRNA
2539363 NM_001022685.223.98 22.39 10.79 SPCC613.02 GO:0051286//cell tip;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0032153//cell division site;GO:0005737//cytoplasmGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportNA NP_587690.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPCC613.02), mRNA
2540260 NM_001021208.224.16 23.23 15.49 SPBC577.03cGO:0005634//nucleus;GO:0005829//cytosolGO:0004042//acetyl-CoA:L-glutamate N-acetyltransferase activity;GO:0008080//N-acetyltransferase activityGO:0006520//cellular amino acid metabolic processK02923//large subunit ribosomal protein L38e;K02328//DNA polymerase delta subunit 2;K01874//methionyl-tRNA synthetase [EC:6.1.1.10]NP_595301.1//GCN5-related N-acetyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative GCN5-related N-acetyltransferase (SPBC577.03c), mRNA
2541155 NM_001021997.224.94 23.96 8.93 mde4 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0034506//chromosome, centromeric core domain;GO:0033551//monopolin complex;GO:0097632//extrinsic component of phagophore assembly site membrane;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membraneGO:0042802//identical protein binding;GO:0019779//Atg8 activating enzyme activity;GO:0019778//Atg12 activating enzyme activityGO:0045144//meiotic sister chromatid segregation;GO:1990893//mitotic chromosome centromere condensation;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0006501//C-terminal protein lipidation;GO:0044805//late nucleophagy;GO:0032446//protein modification by small protein conjugation;GO:0034727//piecemeal microautophagy of the nucleus;GO:0000422//autophagy of mitochondrion;GO:0006995//cellular response to nitrogen starvation;GO:0051301//cell division;GO:0006914//autophagy;GO:0015031//protein transport;GO:0000045//autophagosome assembly;GO:0016236//macroautophagyK08337//ubiquitin-like modifier-activating enzyme ATG7NP_596083.1//monopolin-like complex subunit Mde4 [Schizosaccharomyces pombe 972h-]monopolin-like complex subunit Mde4 (mde4), mRNA
2542477 NM_001356081.123.71 26.03 13.86 mcm5 GO:0051286//cell tip;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0005886//plasma membrane;GO:0032153//cell division siteGO:0015079//potassium ion transmembrane transporter activityGO:0030007//cellular potassium ion homeostasis;GO:0071805//potassium ion transmembrane transport;GO:1990573//potassium ion import across plasma membraneK02209//DNA replication licensing factor MCM5 [EC:3.6.4.12]NP_593934.1//potassium ion transporter Trk1 [Schizosaccharomyces pombe 972h-]MCM complex subunit Mcm5 (mcm5), mRNA
2542960 NM_001020426.220.95 19.48 3.85 SPAC1039.04GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA GO:0055085//transmembrane transportK01939//adenylosuccinate synthase [EC:6.3.4.4];K01078;K08192;K13336//peroxin-3;K11369XP_001383644.2//Transporter of Nicotinic Acid [Scheffersomyces stipitis CBS 6054]putative nicotinic acid plasma membrane transporter (SPAC1039.04), mRNA
2539428 NM_001023466.221.87 20.59 10.89 epl1 GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0032777//Piccolo NuA4 histone acetyltransferase complex;GO:0000790//nuclear chromatinGO:0016740//transferase activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006281//DNA repair;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylation;GO:0007049//cell cycleK11322//enhancer of polycomb-like proteinNP_588475.1//NuA4 histone acetyltransferase complex Epl1 [Schizosaccharomyces pombe 972h-]NuA4 histone acetyltransferase complex Epl1 (epl1), mRNA
2542434 NM_001019753.216.38 20.78 11.19 SPAC1F12.06cGO:0005634//nucleus;GO:0005829//cytosol;GO:0030136//clathrin-coated vesicleGO:0046872//metal ion binding;GO:0016891//endoribonuclease activity, producing 5'-phosphomonoestersGO:0006397//mRNA processing;GO:0006281//DNA repair;GO:0070086//ubiquitin-dependent endocytosisK20059;K21813//endonuclease V [EC:3.1.26.-]NP_594331.1//endocytosis regulator (predicted) [Schizosaccharomyces pombe 972h-]putative DNA repair endonuclease (SPAC1F12.06c), mRNA
2541276 NM_001021172.222.21 18.72 10.25 elg1 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0031391//Elg1 RFC-like complex;GO:0005829//cytosol;GO:0043596//nuclear replication fork;GO:0043599//nuclear DNA replication factor C complex;GO:0000790//nuclear chromatinGO:0061860//DNA clamp unloader activity;GO:0005524//ATP binding;GO:0016887//ATPase activityGO:1902969//mitotic DNA replication;GO:0006310//DNA recombination;GO:0070914//UV-damage excision repair;GO:0000723//telomere maintenanceK11134;K17922//sorting nexin-8NP_595265.1//DNA replication factor C complex subunit Elg1 [Schizosaccharomyces pombe 972h-]DNA replication factor C complex subunit Elg1 (elg1), mRNA

NR_150468.1 NR_150468.1 22.18 23.61 12.11 NA GO:0000124//SAGA complex;GO:0005829//cytosol;GO:0046695//SLIK (SAGA-like) complex;GO:0005669//transcription factor TFIID complexGO:0043130//ubiquitin binding;GO:0032947//protein complex scaffold activity;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0042802//identical protein binding;GO:0003682//chromatin bindingGO:0016573//histone acetylation;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0006366//transcription from RNA polymerase II promoter;GO:0051123//RNA polymerase II transcriptional preinitiation complex assemblyK03130//transcription initiation factor TFIID subunit 5NP_596254.1//transcription initiation factor TFIID subunit taf73 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1577), miscRNA
2540462 NM_001021739.3 21 21.02 9 sab14 GO:0005684//U2-type spliceosomal complex;GO:0005686//U2 snRNP;GO:0071011//precatalytic spliceosome;GO:0071013//catalytic step 2 spliceosomeGO:0000384//first spliceosomal transesterification activity;GO:0003723//RNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosomeK12833//pre-mRNA branch site protein p14O59670.2//RecName: Full=Splicing factor 3B subunit 6-like protein; AltName: Full=Pre-mRNA branch site p14-like proteinPre-mRNA branch site p14-like protein (sab14), mRNA
2539876 NM_001356100.122.21 21.8 15.56 SPBC1734.07cGO:0005634//nucleus;GO:1990072//TRAPPIII protein complex;GO:0031410//cytoplasmic vesicle;GO:0030008//TRAPP complex;GO:0000790//nuclear chromatin;GO:0005829//cytosol;GO:0000407//phagophore assembly site;GO:0097505//Rad6-Rad18 complexGO:0061630//ubiquitin protein ligase activity;GO:0046872//metal ion binding;GO:0003684//damaged DNA binding;GO:0043142//single-stranded DNA-dependent ATPase activityGO:0009411//response to UV;GO:0006513//protein monoubiquitination;GO:0030242//autophagy of peroxisome;GO:1901044//protein polyubiquitination involved in nucleus-associated proteasomal ubiquitin-dependent protein catabolic process;GO:1990920//proteasome localization to nuclear periphery;GO:0006886//intracellular protein transport;GO:0034497//protein localization to phagophore assembly site;GO:0051321//meiotic cell cycle;GO:0006914//autophagy;GO:0044804//autophagy of nucleus;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0006301//postreplication repairK10627//E3 ubiquitin-protein ligase RAD18 [EC:2.3.2.27];K20305//trafficking protein particle complex subunit 8NP_595424.1//TRAPP complex subunit Trs85 (predicted) [Schizosaccharomyces pombe 972h-]putative TRAPP complex subunit Trs85 (SPBC1734.07c), mRNA
2543645 NM_001019029.219.65 15.04 17.79 btn1 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0051286//cell tip;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0007033//vacuole organization;GO:0006897//endocytosis;GO:0051453//regulation of intracellular pH;GO:0051666//actin cortical patch localization;GO:0045324//late endosome to vacuole transport;GO:0015809//arginine transportK12389//batteninNP_593598.1//battenin CLN3 family protein [Schizosaccharomyces pombe 972h-]battenin CLN3 family protein (btn1), partial mRNA
2542266 NM_001020121.224.68 21.51 11.71 cdc45 GO:0071162//CMG complex;GO:0005634//nucleus;GO:0000790//nuclear chromatin;GO:0031261//DNA replication preinitiation complex;GO:0031298//replication fork protection complex;GO:0005829//cytosol;GO:0005656//nuclear pre-replicative complex;GO:0043596//nuclear replication forkGO:0003688//DNA replication origin binding;GO:0003697//single-stranded DNA binding;GO:0003682//chromatin binding;GO:0043138//3'-5' DNA helicase activityGO:0072428//signal transduction involved in intra-S DNA damage checkpoint;GO:1900087//positive regulation of G1/S transition of mitotic cell cycle;GO:1902977//mitotic DNA replication preinitiation complex assembly;GO:0000727//double-strand break repair via break-induced replication;GO:0006270//DNA replication initiation;GO:0006267//pre-replicative complex assembly involved in nuclear cell cycle DNA replication;GO:0031938//regulation of chromatin silencing at telomere;GO:1902975//mitotic DNA replication initiationK06628//cell division control protein 45NP_594693.1//DNA replication pre-initiation complex subunit Cdc45 [Schizosaccharomyces pombe 972h-]DNA replication pre-initiation complex subunit Cdc45 (cdc45), mRNA

NR_150033.1 NR_150033.1 26.76 27.46 11.36 NA GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0004622//lysophospholipase activityGO:0016042//lipid catabolic process;GO:0034638//phosphatidylcholine catabolic processK14676//lysophospholipid hydrolase [EC:3.1.1.5]NP_588086.1//lysophospholipase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1177), miscRNA
2539679 NM_001021925.228.18 29.64 15.89 bzz1 GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0005622//intracellular;GO:0030428//cell septum;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0046872//metal ion binding;GO:0019992//diacylglycerol bindingGO:0007015//actin filament organization;GO:0006897//endocytosis;GO:0035556//intracellular signal transductionK20121//formin-binding protein 1NP_596017.1//diacylglycerol binding protein Bzz1 (predicted) [Schizosaccharomyces pombe 972h-]putative diacylglycerol-binding protein Bzz1 (bzz1), mRNA
2539055 NM_001022991.230.39 29.3 9.87 usp106 GO:0005685//U1 snRNP;GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005829//cytosolGO:0003729//mRNA bindingGO:0006376//mRNA splice site selection;GO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosomeNA NP_588000.1//U1 snRNP-associated protein Usp106 [Schizosaccharomyces pombe 972h-]U1 snRNP-associated protein Usp106 (usp106), mRNA
2539229 NM_001023354.228.53 27.42 14.31 SPCC297.06cGO:0005634//nucleusNA NA K10750//chromatin assembly factor 1 subunit A;K17878NP_588363.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC297.06c), mRNA
2540084 NM_001021199.229.87 27.4 24.42 pac1 GO:0005634//nucleus;GO:0005730//nucleolusGO:0032296//double-stranded RNA-specific ribonuclease activity;GO:0046872//metal ion binding;GO:0035613//RNA stem-loop binding;GO:0004525//ribonuclease III activity;GO:0003725//double-stranded RNA bindingGO:0016070//RNA metabolic process;GO:0034474//U2 snRNA 3'-end processing;GO:0006364//rRNA processing;GO:0031053//primary miRNA processing;GO:0051321//meiotic cell cycle;GO:0000478//endonucleolytic cleavage involved in rRNA processing;GO:0031054//pre-miRNA processing;GO:0034475//U4 snRNA 3'-end processingK03685//ribonuclease III [EC:3.1.26.3]NP_595292.1//double-strand-specific ribonuclease Pac1 [Schizosaccharomyces pombe 972h-]double-strand-specific ribonuclease Pac1 (pac1), mRNA
2542175 NM_001018404.223.23 21.82 17.78 mkh1 GO:0051286//cell tip;GO:0005829//cytosol;GO:0000935//division septum;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004709//MAP kinase kinase kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0000165//MAPK cascade;GO:0007346//regulation of mitotic cell cycle;GO:0031098//stress-activated protein kinase signaling cascade;GO:0042981//regulation of apoptotic process;GO:0071852//fungal-type cell wall organization or biogenesisK11229 NP_593005.1//MEK kinase (MEKK) Mkh1 [Schizosaccharomyces pombe 972h-]MEK kinase (MEKK) Mkh1 (mkh1), mRNA
2540204 NM_001021048.231.53 35.11 18.95 SPBC1271.10cGO:0005938//cell cortex;GO:0016021//integral component of membraneGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK08158;K08856//serine/threonine kinase 16 [EC:2.7.11.1];K08157NP_595140.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPBC1271.10c), mRNA
2540879 NM_001021233.223.95 24.93 7.67 lsc1 GO:0005634//nucleus;GO:0019908//nuclear cyclin-dependent protein kinase holoenzyme complex;GO:0070692//CTDK-1 complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0061575//cyclin-dependent protein serine/threonine kinase activator activityGO:1904788//positive regulation of induction of conjugation with cellular fusion by regulation of transcription from RNA polymerase II promoter;GO:0006397//mRNA processing;GO:0070897//DNA-templated transcriptional preinitiation complex assembly;GO:0006351//transcription, DNA-templated;GO:0071619//phosphorylation of RNA polymerase II C-terminal domain serine 2 residues;GO:2001165//positive regulation of phosphorylation of RNA polymerase II C-terminal domain serine 2 residuesK15564 NP_595326.2//Lsk1 associated cyclin [Schizosaccharomyces pombe 972h-]Lsk1-associated cyclin (lsc1), mRNA
2543624 NM_001020390.229.19 32.86 16.59 SPAC4D7.06cGO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0051266//sirohydrochlorin ferrochelatase activity;GO:0043115//precorrin-2 dehydrogenase activity;GO:0004325//ferrochelatase activityGO:0000103//sulfate assimilation;GO:0019354//siroheme biosynthetic process;GO:0009086//methionine biosynthetic processK02304 NP_594959.1//siroheme synthase (predicted) [Schizosaccharomyces pombe 972h-]putative siroheme synthase (SPAC4D7.06c), mRNA
2540489 NM_001022284.222.13 23.02 16.95 SPBC25H2.03GO:0000329//fungal-type vacuole membrane;GO:0016021//integral component of membrane;GO:0070772//PAS complex;GO:0005737//cytoplasmNA GO:0006661//phosphatidylinositol biosynthetic process;GO:0043550//regulation of lipid kinase activityK15305//vacuole morphology and inheritance protein 14NP_596363.1//vacuolar protein involved in phosphoinositide metabolism (predicted) [Schizosaccharomyces pombe 972h-]putative phosphatidylinositol synthesis protein (SPBC25H2.03), mRNA
2543569 NM_001019416.223.99 26.89 20 SPAPB24D3.03GO:0005783//endoplasmic reticulumGO:0008783//agmatinase activity;GO:0046872//metal ion binding;GO:0016813//hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amidinesGO:0033388//putrescine biosynthetic process from arginine;GO:0006520//cellular amino acid metabolic processK01480//agmatinase [EC:3.5.3.11]NP_593990.2//agmatinase (predicted) [Schizosaccharomyces pombe 972h-]putative agmatinase (SPAPB24D3.03), mRNA
2539477 NM_001022855.239.84 42.92 25.79 mug190 GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0005816//spindle pole body;GO:0032541//cortical endoplasmic reticulum;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0005543//phospholipid bindingGO:0061817//endoplasmic reticulum-plasma membrane tethering;GO:0051321//meiotic cell cycleNA NP_587862.1//C2 domain protein [Schizosaccharomyces pombe 972h-]C2 domain protein (mug190), mRNA
2543362 NM_001018893.220.44 22.21 16.83 SPAC664.12cGO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionNA GO:0034553//mitochondrial respiratory chain complex II assemblyK18167//succinate dehydrogenase assembly factor 1NP_593461.1//sequence orphan [Schizosaccharomyces pombe 972h-]putative succinate dehydrogenase assembly factor 1 (SPAC664.12c), mRNA
2541982 NM_001019865.224.96 20.76 24.7 cmk2 GO:0034399//nuclear periphery;GO:0005938//cell cortex;GO:0000935//division septum;GO:0005737//cytoplasm;GO:0072324//ascus epiplasm;GO:0051285//cell cortex of cell tipGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0004683//calmodulin-dependent protein kinase activity;GO:0005516//calmodulin bindingGO:0018107//peptidyl-threonine phosphorylation;GO:0018105//peptidyl-serine phosphorylation;GO:0034599//cellular response to oxidative stress;GO:0010972//negative regulation of G2/M transition of mitotic cell cycleK06641//serine/threonine-protein kinase Chk2 [EC:2.7.11.1];K08286NP_594436.1//MAPK-activated protein kinase Cmk2 [Schizosaccharomyces pombe 972h-]MAPK-activated protein kinase Cmk2 (cmk2), mRNA

NR_150195.1 NR_150195.1 26.14 20.77 27.71 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004385//guanylate kinase activityGO:0046037//GMP metabolic process;GO:0006163//purine nucleotide metabolic process;GO:0006183//GTP biosynthetic processK00942//guanylate kinase [EC:2.7.4.8]NP_595074.1//guanylate kinase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1322), miscRNA
2538711 NM_001023155.224.12 22.13 21.84 spf30 GO:0005634//nucleus;GO:0005681//spliceosomal complexNA GO:0000244//spliceosomal tri-snRNP complex assembly;GO:0045292//mRNA cis splicing, via spliceosomeK12839//survival of motor neuron-related-splicing factor 30NP_588166.1//splicing factor Spf30 (predicted) [Schizosaccharomyces pombe 972h-]putative splicing factor Spf30 (spf30), mRNA
2541207 NM_001022247.228.7 25.48 10.74 cog6 GO:0005634//nucleus;GO:0017119//Golgi transport complex;GO:0005829//cytosol;GO:0032153//cell division site;GO:0000139//Golgi membraneNA GO:0006886//intracellular protein transport;GO:0006891//intra-Golgi vesicle-mediated transportK20293//conserved oligomeric Golgi complex subunit 6NP_596325.1//Golgi transport complex peripheral subunit Cog6 (predicted) [Schizosaccharomyces pombe 972h-]putative COG complex subunit Cog6 (cog6), mRNA
2538989 NM_001022905.224.06 24.82 6.29 SPCC16C4.04GO:0016021//integral component of membraneNA NA NA NP_587914.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC16C4.04), mRNA
2541620 NM_001018490.221.96 22.23 10.79 rqh1 GO:0035861//site of double-strand break;GO:0000228//nuclear chromosome;GO:0005730//nucleolus;GO:0031422//RecQ helicase-Topo III complex;GO:0043596//nuclear replication fork;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0009378//four-way junction helicase activity;GO:0043140//ATP-dependent 3'-5' DNA helicase activity;GO:0003676//nucleic acid bindingGO:0071140//resolution of mitotic recombination intermediates;GO:0000725//recombinational repair;GO:1903221//regulation of mitotic recombination involved in replication fork processing;GO:0032508//DNA duplex unwinding;GO:0031573//intra-S DNA damage checkpoint;GO:0043007//maintenance of rDNA;GO:0031297//replication fork processing;GO:0000724//double-strand break repair via homologous recombination;GO:0006974//cellular response to DNA damage stimulus;GO:1990426//mitotic recombination-dependent replication fork processing;GO:0070914//UV-damage excision repair;GO:0006301//postreplication repairK10901//bloom syndrome protein [EC:3.6.4.12]NP_593092.1//RecQ type DNA helicase Rqh1 [Schizosaccharomyces pombe 972h-]RecQ type DNA helicase Rqh1 (rqh1), mRNA
2541957 NM_001019078.228.21 28.36 14.02 plo1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:1990023//mitotic spindle midzone;GO:0005935//cellular bud neck;GO:0005737//cytoplasm;GO:0097431//mitotic spindle pole;GO:0005829//cytosol;GO:0000777//condensed chromosome kinetochoreGO:0019237//centromeric DNA binding;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0008047//enzyme activator activity;GO:0032403//protein complex binding;GO:0051219//phosphoprotein bindingGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:1903475//mitotic actomyosin contractile ring assembly;GO:1990813//meiotic centromeric cohesion protection;GO:1903353//regulation of nucleus organization;GO:0090306//spindle assembly involved in meiosis;GO:0051455//attachment of spindle microtubules to kinetochore involved in homologous chromosome segregation;GO:0031031//positive regulation of septation initiation signaling;GO:1902408//mitotic cytokinesis, site selection;GO:0035556//intracellular signal transduction;GO:1903490//positive regulation of mitotic cytokinesis;GO:0010696//positive regulation of spindle pole body separation;GO:1902425//positive regulation of attachment of mitotic spindle microtubules to kinetochore;GO:0046827//positive regulation of protein export from nucleus;GO:0000712//resolution of meiotic recombination intermediates;GO:0070194//synaptonemal complex disassembly;GO:0045793//positive regulation of cell size;GO:0090307//mitotic spindle assembly;GO:0010458//exit from mitosis;GO:0010973//positive regulation of division septum assembly;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0008104//protein localization;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:1902542//regulation of protein localization to mitotic spindle pole bodyK06660 NP_593647.1//Polo kinase Plo1 [Schizosaccharomyces pombe 972h-]Polo kinase Plo1 (plo1), mRNA
2540284 NM_001022525.231.61 27.06 21.03 utp10 GO:0030686//90S preribosome;GO:0032040//small-subunit processome;GO:0030688//preribosome, small subunit precursor;GO:0034455//t-UTP complexGO:0030515//snoRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006351//transcription, DNA-templated;GO:0045943//positive regulation of transcription from RNA polymerase I promoter;GO:0030490//maturation of SSU-rRNAK14550//U3 small nucleolar RNA-associated protein 10NP_596604.1//U3 snoRNP-associated protein Utp10 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Utp10 (utp10), mRNA
2539935 NM_001022474.328.51 26.05 36.76 SPBC13G1.04cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005719//nuclear euchromatin;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0043734//DNA-N1-methyladenine dioxygenase activity;GO:0070579//methylcytosine dioxygenase activity;GO:0016491//oxidoreductase activity;GO:1990984//tRNA demethylase activity;GO:0008198//ferrous iron bindingGO:1990983//tRNA demethylation;GO:0006281//DNA repair;GO:0035552//oxidative single-stranded DNA demethylation;GO:0042245//RNA repairK01426//amidase [EC:3.5.1.4];K10765//alkylated DNA repair protein alkB homolog 1 [EC:1.14.11.- 4.2.99.18]NP_596553.3//alpha-ketoglutarate-dependent dioxygenase [Schizosaccharomyces pombe 972h-]alpha-ketoglutarate-dependent dioxygenase (SPBC13G1.04c), mRNA
2540987 NM_001021894.218.94 19.7 17.74 SPBC36B7.05cGO:0005774//vacuolar membrane;GO:0010008//endosome membrane;GO:0005634//nucleus;GO:0005770//late endosome;GO:0005829//cytosolGO:0061630//ubiquitin protein ligase activity;GO:0046872//metal ion binding;GO:0032266//phosphatidylinositol-3-phosphate binding;GO:0016874//ligase activityGO:0071629//cytoplasm protein quality control by the ubiquitin-proteasome systemK00921//1-phosphatidylinositol-3-phosphate 5-kinase [EC:2.7.1.150]NP_595987.1//ubiquitin-protein ligase E/phosphatidylinositol(3)-phosphate binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E/phosphatidylinositol(3)-phosphate binding protein (SPBC36B7.05c), mRNA
9407075 NM_001356165.117.22 20.3 10.96 SPAC23D3.17NA NA NA NA XP_002742515.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC23D3.17), mRNA
2542136 NM_001019663.224.43 25.9 15.62 vps8 GO:0005794//Golgi apparatus;GO:0005737//cytoplasm;GO:0033263//CORVET complexGO:0008270//zinc ion bindingGO:0006886//intracellular protein transport;GO:0045324//late endosome to vacuole transportK20178//vacuolar protein sorting-associated protein 8NP_594240.1//WD repeat protein Vps8 (predicted) [Schizosaccharomyces pombe 972h-]putative WD repeat-containing protein Vps8 (vps8), partial mRNA

14217669 NM_001355794.116.14 24.41 41.5 SPBC2A9.14 NA NA NA NA XP_004001724.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC2A9.14), mRNA
2542295 NM_001019005.222.85 23.75 16.93 rdl1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0097196//Shu complexNA GO:0000725//recombinational repair;GO:0010520//regulation of reciprocal meiotic recombinationNA NP_593573.1//RAD51D-like protein 1 [Schizosaccharomyces pombe 972h-]RAD51D-like protein 1 (rdl1), mRNA
2540019 NM_001021111.215.46 14.69 12.43 pmp1 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunit;GO:0005737//cytoplasmGO:0016301//kinase activity;GO:0008138//protein tyrosine/serine/threonine phosphatase activity;GO:0033550//MAP kinase tyrosine phosphatase activity;GO:0003735//structural constituent of ribosomeGO:0043409//negative regulation of MAPK cascade;GO:0000754//adaptation of signaling pathway by response to pheromone involved in conjugation with cellular fusion;GO:0006412//translation;GO:0002181//cytoplasmic translation;GO:0010969//regulation of pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0007049//cell cycleK02951//small subunit ribosomal protein S12e;K11240NP_595205.1//dual-specificity MAP kinase phosphatase Pmp1 [Schizosaccharomyces pombe 972h-]dual-specificity MAP kinase phosphatase Pmp1 (pmp1), partial mRNA
2542646 NM_001020151.123.55 28.24 13.24 fta6 GO:0005634//nucleus;GO:0031511//Mis6-Sim4 complex;GO:0005874//microtubule;GO:0005816//spindle pole body;GO:0005829//cytosol;GO:0000778//condensed nuclear chromosome kinetochoreNA GO:0000070//mitotic sister chromatid segregation;GO:0051301//cell divisionNA NP_594723.1//Sim4 and Mal2 associated (4 and 2 associated) protein 6 [Schizosaccharomyces pombe 972h-]Sim4 and Mal2-associated protein 6 (fta6), partial mRNA

14217741 NM_001355808.128.23 27.5 10.65 cox20 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0009060//aerobic respirationK18184//cytochrome c oxidase assembly protein subunit 20XP_004001726.1//mitochondrial respiratory chain complex IV assembly protein Cox20 (predicted) [Schizosaccharomyces pombe 972h-]putative respiratory chain complex IV assembly protein Cox20 (cox20), mRNA
2540510 NM_001355779.130.75 26.17 9.88 rpc25 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005666//DNA-directed RNA polymerase III complex;GO:0000790//nuclear chromatinGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA binding;GO:0001056//RNA polymerase III activityGO:0001023//transcription initiation from RNA polymerase III type 2 promoter;GO:0042797//tRNA transcription from RNA polymerase III promoter;GO:0006384//transcription initiation from RNA polymerase III promoterK03022//DNA-directed RNA polymerase III subunit RPC8NP_596068.1//DNA-directed RNA polymerase III complex subunit Rpc25 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase III complex subunit Rpc25 (rpc25), mRNA
2542195 NM_001020115.225.67 24.72 21.31 klp3 GO:0005875//microtubule associated complex;GO:0005938//cell cortex;GO:0005881//cytoplasmic microtubule;GO:0005871//kinesin complexGO:0005524//ATP binding;GO:0003777//microtubule motor activity;GO:0008017//microtubule binding;GO:0008574//ATP-dependent microtubule motor activity, plus-end-directedGO:0006886//intracellular protein transport;GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0007018//microtubule-based movement;GO:0010970//transport along microtubule;GO:0008104//protein localization;GO:0030705//cytoskeleton-dependent intracellular transport;GO:0000301//retrograde transport, vesicle recycling within Golgi;GO:0006887//exocytosisK10396//kinesin family member 5NP_594686.1//kinesin-like protein Klp3 [Schizosaccharomyces pombe 972h-]kinesin-like protein Klp3 (klp3), mRNA
2543046 NM_001019042.228.27 27.46 67.11 pex13 GO:0016021//integral component of membrane;GO:0005777//peroxisome;GO:0005737//cytoplasm;GO:0005778//peroxisomal membraneNA GO:0016560//protein import into peroxisome matrix, docking;GO:0016558//protein import into peroxisome matrix;GO:0006625//protein targeting to peroxisomeK13344//peroxin-13NP_593611.1//peroxin 13 (predicted) [Schizosaccharomyces pombe 972h-]putative peroxin 13 (pex13), mRNA
2538895 NM_001355947.127.24 27.32 14.02 SPCC830.09cGO:0000172//ribonuclease MRP complex;GO:0005783//endoplasmic reticulum;GO:0005655//nucleolar ribonuclease P complexGO:0004526//ribonuclease P activityGO:1905267//endonucleolytic cleavage involved in tRNA processing;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processing;GO:0009249//protein lipoylation;GO:0008033//tRNA processingK03537//ribonuclease P/MRP protein subunit POP5 [EC:3.1.26.5]NP_588479.1//RNase P and RNase MRP subunit (predicted) [Schizosaccharomyces pombe 972h-]putative Rnase P/MRP subunit (SPCC830.09c), mRNA

14217390 NM_001355906.127.29 23.67 33.99 SPCC1259.16GO:0005669//transcription factor TFIID complexGO:0000991//transcription factor activity, core RNA polymerase II bindingGO:0006366//transcription from RNA polymerase II promoterK14649//transcription initiation factor TFIID subunit 8NP_588062.1//transcription factor TFIID complex subunit 8 (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1259.16), mRNA
2542806 NM_001018918.225.91 26.44 17.28 SPAC1610.01GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0034507//chromosome, centromeric outer repeat regionNA GO:1990141//chromatin silencing at centromere outer repeat region;GO:0045292//mRNA cis splicing, via spliceosomeK05019//chloride channel, nucleotide-sensitive, 1ANP_593485.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1610.01), mRNA
2542798 NM_001018335.225.54 22.57 34.69 mug121 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005737//cytoplasmNA NA NA NP_592934.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug121 (mug121), mRNA
2541703 NM_001020084.226.79 25.69 8.45 SPAC30C2.03GO:0005739//mitochondrionNA NA NA NP_594655.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC30C2.03), mRNA
2543480 NM_001019486.223.25 29.38 36.02 SPAC688.03cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA NA NA NP_594062.2//hypothetical protein SPAC688.03c [Schizosaccharomyces pombe 972h-]AMMECR1 family protein (SPAC688.03c), mRNA
2542628 NM_001018347.231.55 29.71 13.21 sld3 GO:0031261//DNA replication preinitiation complex;GO:0005634//nucleus;GO:0000790//nuclear chromatinNA GO:1902975//mitotic DNA replication initiation;GO:0051321//meiotic cell cycleK10731 NP_592946.2//DNA replication pre-initiation complex subunit Sld3 [Schizosaccharomyces pombe 972h-]DNA replication pre-initiation complex subunit Sld3 (sld3), mRNA
2539157 NM_001023484.219.26 19.45 11.82 SPCC1919.12cGO:0005774//vacuolar membrane;GO:0000329//fungal-type vacuole membrane;GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0032153//cell division siteGO:0046872//metal ion binding;GO:0004177//aminopeptidase activity;GO:0008237//metallopeptidase activityGO:0051603//proteolysis involved in cellular protein catabolic process;GO:0051321//meiotic cell cycle;GO:0006897//endocytosisK11650//SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily D;K13095//splicing factor 1NP_588494.1//aminopeptidase (predicted) [Schizosaccharomyces pombe 972h-]putative aminopeptidase (SPCC1919.12c), mRNA
2543192 NM_001018872.232.1 28.7 22.48 rfp2 GO:0005634//nucleus;GO:0033768//SUMO-targeted ubiquitin ligase complexGO:0046872//metal ion binding;GO:0008270//zinc ion binding;GO:0016740//transferase activity;GO:0016874//ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0006281//DNA repair;GO:0016567//protein ubiquitination;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0006974//cellular response to DNA damage stimulus;GO:0033234//negative regulation of protein sumoylationNA NP_593439.1//SUMO-targeted ubiquitin-protein ligase subunit Rfp2 [Schizosaccharomyces pombe 972h-]SUMO-targeted ubiquitin-protein ligase subunit Rfp2 (rfp2), mRNA
2542977 NM_001020080.319.84 19.44 11.43 SPAC1093.04cGO:0000329//fungal-type vacuole membrane;GO:0005829//cytosol;GO:0070772//PAS complexGO:0003723//RNA binding;GO:0005524//ATP binding;GO:0016779//nucleotidyltransferase activity;GO:0042578//phosphoric ester hydrolase activity;GO:0052929//ATP:3'-cytidine-cytidine-tRNA adenylyltransferase activity;GO:0052927//CTP:tRNA cytidylyltransferase activity;GO:0043813//phosphatidylinositol-3,5-bisphosphate 5-phosphatase activity;GO:0052928//CTP:3'-cytidine-tRNA cytidylyltransferase activityGO:0006396//RNA processing;GO:0046856//phosphatidylinositol dephosphorylation;GO:0001680//tRNA 3'-terminal CCA additionK00974//tRNA nucleotidyltransferase (CCA-adding enzyme) [EC:2.7.7.72 3.1.3.- 3.1.4.-]NP_594651.2//tRNA nucleotidyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA nucleotidyltransferase (SPAC1093.04c), partial mRNA
2542107 NM_001019984.223.89 26.03 15.59 sec72 GO:0005938//cell cortex;GO:0005635//nuclear envelope;GO:0005798//Golgi-associated vesicle;GO:0000137//Golgi cis cisterna;GO:0005802//trans-Golgi network;GO:0005737//cytoplasmGO:0005086//ARF guanyl-nucleotide exchange factor activityGO:0006886//intracellular protein transport;GO:0032012//regulation of ARF protein signal transduction;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0016192//vesicle-mediated transportK18442//brefeldin A-inhibited guanine nucleotide-exchange proteinNP_594555.1//Sec7 domain protein, ARF GEF Sec72 [Schizosaccharomyces pombe 972h-]Sec7 domain-containing protein sec72 (sec72), mRNA
2542536 NM_001019104.216.02 15.8 16.8 SPAC18G6.09cGO:0005634//nucleus;GO:0098745//Dcp1-Dcp2 complex;GO:0005829//cytosolGO:1990521//m7G(5')pppN diphosphatase activator activityGO:0051321//meiotic cell cycle;GO:1902416//positive regulation of mRNA binding;GO:0000290//deadenylation-dependent decapping of nuclear-transcribed mRNANA NP_593672.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC18G6.09c), mRNA
2543084 NM_001356095.127.92 30.89 15.44 SPAC31G5.19GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0042393//histone binding;GO:0005524//ATP binding;GO:0003682//chromatin binding;GO:0016887//ATPase activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0031936//negative regulation of chromatin silencing;GO:0016584//nucleosome positioningK13525//transitional endoplasmic reticulum ATPaseNP_594020.1//ATPase with bromodomain protein (predicted) [Schizosaccharomyces pombe 972h-]putative bromodomain-containing ATPase (SPAC31G5.19), mRNA
2541726 NM_001019175.220.34 19.55 39 scd2 GO:0071521//Cdc42 GTPase complex;GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0043332//mating projection tip;GO:0090726//cortical dynamic polarity patch;GO:0032153//cell division siteGO:0035091//phosphatidylinositol bindingGO:0000902//cell morphogenesis;GO:0032488//Cdc42 protein signal transduction;GO:0000747//conjugation with cellular fusion;GO:2000769//regulation of establishment or maintenance of cell polarity regulating cell shape;GO:0031139//positive regulation of conjugation with cellular fusion;GO:0032005//signal transduction involved in conjugation with cellular fusionK11237 NP_593744.1//scaffold protein Scd2 [Schizosaccharomyces pombe 972h-]scaffold protein Scd2 (scd2), mRNA
2541761 NM_001019275.217.41 18.01 25.19 SPAC7D4.12cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0015171//amino acid transmembrane transporter activityNA NA NP_593846.1//DUF1212 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC7D4.12c), mRNA

NR_150588.1 NR_150588.1 25.47 25.01 11.01 NA GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0042764//ascospore-type prosporeGO:0052594//aminoacetone:oxygen oxidoreductase(deaminating) activity;GO:0008131//primary amine oxidase activity;GO:0005507//copper ion binding;GO:0048038//quinone binding;GO:0052596//phenethylamine:oxygen oxidoreductase (deaminating) activity;GO:0052595//aliphatic-amine oxidase activity;GO:0052593//tryptamine:oxygen oxidoreductase (deaminating) activityGO:0006878//cellular copper ion homeostasis;GO:1990748//cellular detoxification;GO:0009308//amine metabolic process;GO:0009310//amine catabolic processK00276//primary-amine oxidase [EC:1.4.3.21]NP_596841.2//copper amine oxidase-like protein Cao2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1690), miscRNA
2539651 NM_001021862.226.48 25.17 9.55 srb11 GO:0000307//cyclin-dependent protein kinase holoenzyme complex;GO:0016592//mediator complexGO:0016538//cyclin-dependent protein serine/threonine kinase regulator activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:1901409//positive regulation of phosphorylation of RNA polymerase II C-terminal domain;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0045737//positive regulation of cyclin-dependent protein serine/threonine kinase activityK15161//cyclin-CNP_595953.1//cyclin CycC, Srb mediator subunit Srb11 [Schizosaccharomyces pombe 972h-]cyclin CycC-like Srb mediator subunit Srb11 (srb11), mRNA
2539728 NM_001022664.222.09 23.69 28.32 cbh2 GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0005737//cytoplasm;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0019237//centromeric DNA binding;GO:0043565//sequence-specific DNA bindingGO:0007535//donor selection;GO:0000070//mitotic sister chromatid segregation;GO:1903212//protein localization to mating-type region heterochromatin;GO:0030702//chromatin silencing at centromereNA NP_596738.1//CENP-B protein 2 [Schizosaccharomyces pombe 972h-]CENP-B protein 2 (cbh2), mRNA
2542235 NM_001019101.229.74 28.67 15.4 SPAC18G6.05cGO:0042788//polysomal ribosome;GO:0043234//protein complex;GO:0005829//cytosol;GO:0022626//cytosolic ribosomeGO:0043022//ribosome binding;GO:0019887//protein kinase regulator activity;GO:0043008//ATP-dependent protein binding;GO:0031369//translation initiation factor binding;GO:0019901//protein kinase bindingGO:0060733//regulation of eIF2 alpha phosphorylation by amino acid starvation;GO:0034198//cellular response to amino acid starvation;GO:0006448//regulation of translational elongation;GO:0072755//cellular response to benomyl;GO:1900247//regulation of cytoplasmic translational elongation;GO:1990451//cellular stress response to acidic pH;GO:0071264//positive regulation of translational initiation in response to starvation;GO:0033674//positive regulation of kinase activity;GO:0001934//positive regulation of protein phosphorylation;GO:0070301//cellular response to hydrogen peroxideK03235 NP_593669.1//translation elongation regulator Gcn1 (predicted) [Schizosaccharomyces pombe 972h-]putative translation elongation regulator Gcn1 (SPAC18G6.05c), mRNA
2541440 NM_001018714.232.52 27.75 17.88 SPAC1565.05GO:0032040//small-subunit processome;GO:0005829//cytosol;GO:0034455//t-UTP complexGO:0030515//snoRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)NA NP_593284.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1565.05), mRNA
2543245 NM_001018617.221.89 18.95 12.74 alg10 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0004583//dolichyl-phosphate-glucose-glycolipid alpha-glucosyltransferase activityGO:0006486//protein glycosylation;GO:0006488//dolichol-linked oligosaccharide biosynthetic processK03850//alpha-1,2-glucosyltransferase [EC:2.4.1.256]NP_593221.1//dolichyl-phosphate-glucose-glycolipid alpha-glucosyltransferase Alg10 (predicted) [Schizosaccharomyces pombe 972h-]putative dolichyl-phosphate-glucose--glycolipid alpha-glucosyltransferase Alg10 (alg10), mRNA
2543665 NM_001018781.327.56 30.19 11.66 SPAC9.06c GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0071821//FANCM-MHF complexGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0009378//four-way junction helicase activity;GO:0043140//ATP-dependent 3'-5' DNA helicase activity;GO:0046570//methylthioribulose 1-phosphate dehydratase activity;GO:1990163//ATP-dependent four-way junction helicase activity;GO:0000400//four-way junction DNA bindingGO:0071932//replication fork reversal;GO:0000732//strand displacement;GO:0006281//DNA repair;GO:1903461//Okazaki fragment processing involved in mitotic DNA replication;GO:0019509//L-methionine salvage from methylthioadenosine;GO:1902346//meiotic strand displacement involved in double-strand break repair via SDSA;GO:0045128//negative regulation of reciprocal meiotic recombination;GO:0031297//replication fork processingK08964//methylthioribulose-1-phosphate dehydratase [EC:4.2.1.109];K14635NP_593349.2//5'-methylthioribulose-1-phosphate dehydratase, adducin (predicted) [Schizosaccharomyces pombe 972h-]putative 5'-methylthioribulose-1-phosphate dehydratase (SPAC9.06c), mRNA
2539749 NM_001023797.121.28 23.01 49.49 meu7 GO:0005783//endoplasmic reticulum;GO:0009986//cell surface;GO:0009897//external side of plasma membrane;GO:0031225//anchored component of membraneGO:0004556//alpha-amylase activity;GO:0005509//calcium ion binding;GO:0103025//alpha-amylase activity (releasing maltohexaose)GO:0005975//carbohydrate metabolic process;GO:0008360//regulation of cell shape;GO:0009272//fungal-type cell wall biogenesis;GO:0016052//carbohydrate catabolic processK01176//alpha-amylase [EC:3.2.1.1]NP_596776.1//alpha-amylase 4 [Schizosaccharomyces pombe 972h-]alpha-amylase 4 (meu7), partial mRNA
2543186 NM_001018766.221.11 21.26 22.77 SPAC3A12.08GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0006637//acyl-CoA metabolic processNA NP_593334.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC3A12.08), mRNA
2538765 NM_001022738.328.43 22.16 9.96 urm1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0044732//mitotic spindle pole bodyGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567//protein ubiquitination;GO:0034080//CENP-A containing nucleosome assemblyK12161//ubiquitin related modifier 1NP_587745.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin family protein Urm1 (urm1), mRNA
2539473 NM_001023082.223.97 22.7 19.28 rhp26 GO:0005634//nucleus;GO:0005829//cytosolGO:0005524//ATP binding;GO:0004386//helicase activity;GO:0008094//DNA-dependent ATPase activity;GO:0004003//ATP-dependent DNA helicase activityGO:0001208//histone H2A-H2B dimer displacement;GO:0006283//transcription-coupled nucleotide-excision repairK10841//DNA excision repair protein ERCC-6NP_588091.1//SNF2 family helicase Rhp26 [Schizosaccharomyces pombe 972h-]SNF2 family helicase Rhp26 (rhp26), mRNA

NR_151016.1 NR_151016.1 35.28 42.81 16.13 NA GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0015116//sulfate transmembrane transporter activity;GO:0008271//secondary active sulfate transmembrane transporter activityGO:1902358//sulfate transmembrane transportK03321 NP_592941.1//sulfate transporter (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.652), miscRNA
2543263 NM_001018937.221.39 20.21 10.62 pmc5 GO:0070847//core mediator complex;GO:0005634//nucleus;GO:0016592//mediator complex;GO:0000151//ubiquitin ligase complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0001104//RNA polymerase II transcription cofactor activity;GO:0001128//RNA polymerase II transcription coactivator activity involved in preinitiation complex assembly;GO:0030295//protein kinase activator activity;GO:0004842//ubiquitin-protein transferase activity;GO:0016874//ligase activity;GO:0031624//ubiquitin conjugating enzyme binding;GO:0046872//metal ion binding;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:1990580//regulation of cytoplasmic translational termination;GO:0032147//activation of protein kinase activity;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0032436//positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0051123//RNA polymerase II transcriptional preinitiation complex assembly;GO:0000209//protein polyubiquitinationK11971//E3 ubiquitin-protein ligase RNF14 [EC:2.3.2.27];K15128//mediator of RNA polymerase II transcription subunit 6NP_593502.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]mediator complex subunit Pmc5 (pmc5), mRNA
2541501 NM_001019980.121.48 23.1 10.33 aah2 GO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0005618//cell wall;GO:0016021//integral component of membrane;GO:0046658//anchored component of plasma membraneGO:0004556//alpha-amylase activity;GO:0005509//calcium ion binding;GO:0103025//alpha-amylase activity (releasing maltohexaose)GO:0030476//ascospore wall assembly;GO:0008360//regulation of cell shape;GO:0009272//fungal-type cell wall biogenesis;GO:0016052//carbohydrate catabolic processK01176//alpha-amylase [EC:3.2.1.1]NP_594551.1//alpha-amylase 2 [Schizosaccharomyces pombe 972h-]alpha-amylase 2 (aah2), partial mRNA
2538928 NM_001023373.221.97 20.13 22.39 SPCC18.03 GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosolGO:0061630//ubiquitin protein ligase activity;GO:0000977//RNA polymerase II regulatory region sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0003700//DNA binding transcription factor activity;GO:0003676//nucleic acid binding;GO:0001078//transcriptional repressor activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006366//transcription from RNA polymerase II promoterK12236//transcriptional repressor NF-X1NP_588382.1//shuttle craft like transcriptional regulator (predicted) [Schizosaccharomyces pombe 972h-]putative shuttle craft like transcriptional regulator (SPCC18.03), mRNA
2539233 NM_001022981.229.88 28.61 14.38 SPCC16A11.03cGO:0005634//nucleus;GO:0005829//cytosolNA NA K14555//U3 small nucleolar RNA-associated protein 13NP_587990.1//DUF2009 protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC16A11.03c), mRNA
2541269 NM_001021680.220.73 19.1 20.49 SPBP16F5.06GO:0005634//nucleus;GO:0005730//nucleolusGO:0003723//RNA binding;GO:0003676//nucleic acid bindingGO:0042254//ribosome biogenesisK14836 NP_595780.1//ribosome biogenesis protein Nop6 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Nop6 (SPBP16F5.06), mRNA

NR_150164.1 NR_150164.1 15.83 31.74 5.56 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1295), miscRNA
2540016 NM_001021031.214.71 13.87 4.72 mug184 GO:0005874//microtubule;GO:0015630//microtubule cytoskeleton;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0030544//Hsp70 protein bindingGO:0030435//sporulation resulting in formation of a cellular spore;GO:0006887//exocytosisK09527//DnaJ homolog subfamily C member 7;K09506//DnaJ homolog subfamily A member 5NP_595124.1//mug184 protein [Schizosaccharomyces pombe 972h-]protein mug184 (mug184), partial mRNA
2540684 NM_001022255.223.83 20.28 14.12 pmh1 GO:0005634//nucleus;GO:0070985//TFIIK complex;GO:0005730//nucleolus;GO:0032545//CURI complex;GO:0005829//cytosol;GO:0000112//nucleotide-excision repair factor 3 complex;GO:0034456//UTP-C complexGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0061575//cyclin-dependent protein serine/threonine kinase activator activityGO:0006281//DNA repair;GO:0070816//phosphorylation of RNA polymerase II C-terminal domain;GO:0006364//rRNA processing;GO:0006366//transcription from RNA polymerase II promoter;GO:0006289//nucleotide-excision repair;GO:0000028//ribosomal small subunit assembly;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006367//transcription initiation from RNA polymerase II promoterK14545//ribosomal RNA-processing protein 7;K10842//CDK-activating kinase assembly factor MAT1NP_596334.1//transcription factor TFIIH complex subunit Pmh1 [Schizosaccharomyces pombe 972h-]transcription factor TFIIH complex subunit Pmh1 (pmh1), mRNA
2543032 NM_001018721.219.77 20.79 16.6 tnr3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005094//Rho GDP-dissociation inhibitor activity;GO:0030975//thiamine binding;GO:0004788//thiamine diphosphokinase activity;GO:0005524//ATP binding;GO:0044715//8-oxo-dGDP phosphatase activity;GO:0016301//kinase activityGO:0009228//thiamine biosynthetic process;GO:0007015//actin filament organization;GO:0007264//small GTPase mediated signal transduction;GO:0036172//thiamine salvage;GO:0006772//thiamine metabolic process;GO:0009229//thiamine diphosphate biosynthetic processK12462//Rho GDP-dissociation inhibitorNP_593291.1//thiamine diphosphokinase Tnr3 [Schizosaccharomyces pombe 972h-]thiamine diphosphokinase Tnr3 (tnr3), mRNA
2539152 NM_001022984.222.03 22.29 6.21 gpi10 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016757//transferase activity, transferring glycosyl groups;GO:0000030//mannosyltransferase activity;GO:0004584//dolichyl-phosphate-mannose-glycolipid alpha-mannosyltransferase activityGO:0006506//GPI anchor biosynthetic processK05286//phosphatidylinositol glycan, class B [EC:2.4.1.-]NP_587993.1//pig-B (predicted) [Schizosaccharomyces pombe 972h-]putative pig-B family GPI synthesis protein (gpi10), mRNA
2543636 NM_001018400.221.26 20.97 20.95 SPAC3H8.08cGO:0031965//nuclear membrane;GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0061414//positive regulation of transcription from RNA polymerase II promoter by a nonfermentable carbon sourceNA NP_593001.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPAC3H8.08c), mRNA
2541337 NM_001021295.224.59 25.26 147.59 swc2 GO:0000812//Swr1 complex;GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005730//nucleolusNA GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016569//covalent chromatin modification;GO:0043486//histone exchangeK11664//vacuolar protein sorting-associated protein 72;K10750//chromatin assembly factor 1 subunit ANP_595388.1//Swr1 complex complex subunit Swc2 [Schizosaccharomyces pombe 972h-]Swr1 complex complex subunit Swc2 (swc2), mRNA
2539365 NM_001023010.225.15 25.95 21.79 SPCC24B10.16cGO:0005634//nucleus;GO:0005829//cytosolGO:0004521//endoribonuclease activityGO:0043248//proteasome assembly;GO:0051321//meiotic cell cycle;GO:0006351//transcription, DNA-templated;GO:0071032//nuclear mRNA surveillance of mRNP exportNA NP_588018.2//PIN domain-containing protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC24B10.16c), mRNA
2540601 NM_001021746.223.49 23.52 10.89 trt1 GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0000782//telomere cap complex;GO:0000333//telomerase catalytic core complexGO:0003677//DNA binding;GO:0042162//telomeric DNA binding;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0003721//telomerase RNA reverse transcriptase activity;GO:0070034//telomerase RNA bindingGO:0007004//telomere maintenance via telomerase;GO:0022616//DNA strand elongation;GO:0000723//telomere maintenance;GO:0032208//negative regulation of telomere maintenance via recombinationK11126//telomerase reverse transcriptase [EC:2.7.7.49]NP_595842.1//telomerase reverse transcriptase 1 protein Trt1 [Schizosaccharomyces pombe 972h-]telomerase reverse transcriptase 1 protein Trt1 (trt1), partial mRNA
2540612 NM_001021611.324.11 23.68 15.01 byr2 GO:0051286//cell tip;GO:0000935//division septum;GO:0005886//plasma membrane;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004709//MAP kinase kinase kinase activity;GO:0005524//ATP bindingGO:0030435//sporulation resulting in formation of a cellular spore;GO:0000165//MAPK cascade;GO:0034307//regulation of ascospore formation;GO:0031139//positive regulation of conjugation with cellular fusion;GO:0032005//signal transduction involved in conjugation with cellular fusion;GO:0000751//mitotic cell cycle G1 arrest in response to pheromone;GO:0031142//induction of conjugation upon nitrogen starvation;GO:0010514//induction of conjugation with cellular fusion;GO:0031098//stress-activated protein kinase signaling cascade;GO:0042981//regulation of apoptotic processK11228 NP_595714.2//MAP kinase kinase kinase Byr2 [Schizosaccharomyces pombe 972h-]MAP kinase kinase kinase Byr2 (byr2), mRNA
2540874 NM_001022024.226.9 20.22 21.14 SPBC4F6.07cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0042254//ribosome biogenesis;GO:0010501//RNA secondary structure unwinding;GO:0006364//rRNA processingK14805//ATP-dependent RNA helicase DDX24/MAK5 [EC:3.6.4.13]NP_596107.1//ATP-dependent RNA helicase Mak5 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Mak5 (SPBC4F6.07c), mRNA
2539476 NM_001022833.225.23 24.66 14.75 SPCC364.04cGO:0030173//integral component of Golgi membrane;GO:0000139//Golgi membraneNA GO:0048193//Golgi vesicle transport;GO:0006891//intra-Golgi vesicle-mediated transportK09313//homeobox protein cut-likeNP_587840.1//CASP family protein involved in Golgi vesicle transport (predicted) [Schizosaccharomyces pombe 972h-]putative CASP domain-containing family protein (SPCC364.04c), mRNA
2541750 NM_001018489.225.23 21.92 15.76 prh1 GO:0005730//nucleolusGO:0005524//ATP binding;GO:0003724//RNA helicase activity;GO:0003676//nucleic acid bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14781 BAA02516.1//ATP-dependent RNA helicase [Schizosaccharomyces pombe]putative ATP-dependent RNA helicase Prh1 (prh1), mRNA
2540234 NM_001022050.233.63 29.1 8.42 cdc10 GO:0000790//nuclear chromatin;GO:0030907//MBF transcription complex;GO:0005737//cytoplasmGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0071931//positive regulation of transcription involved in G1/S transition of mitotic cell cycle;GO:0045892//negative regulation of transcription, DNA-templated;GO:0000083//regulation of transcription involved in G1/S transition of mitotic cell cycle;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0051301//cell division;GO:0009303//rRNA transcription;GO:0045893//positive regulation of transcription, DNA-templatedK20298//vacuolar protein sorting-associated protein 52;K06648NP_596132.1//MBF transcription factor complex subunit Cdc10 [Schizosaccharomyces pombe 972h-]MBF transcription factor complex subunit Cdc10 (cdc10), mRNA
2539232 NM_001023340.131.32 32.98 11.3 set11 GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosolGO:0016279//protein-lysine N-methyltransferase activityGO:0018026//peptidyl-lysine monomethylation;GO:0042254//ribosome biogenesis;GO:0018023//peptidyl-lysine trimethylation;GO:0051321//meiotic cell cycle;GO:0018022//peptidyl-lysine methylationK19199//histone-lysine N-methyltransferase SETD3 [EC:2.1.1.43];K00015NP_588349.1//ribosomal protein lysine methyltransferase Set11 [Schizosaccharomyces pombe 972h-]ribosomal protein lysine methyltransferase Set11 (set11), partial mRNA
2539564 NM_001023095.224.29 25.63 24.85 arp6 GO:0000812//Swr1 complex;GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0034399//nuclear periphery;GO:0005829//cytosolGO:0031491//nucleosome bindingGO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0043486//histone exchange;GO:0006351//transcription, DNA-templated;GO:0006348//chromatin silencing at telomereK11662//actin-related protein 6NP_588104.1//actin-like protein Arp6 [Schizosaccharomyces pombe 972h-]actin-like protein Arp6 (arp6), mRNA
2542978 NM_001018650.224.06 23.39 26.45 prp22 GO:0005684//U2-type spliceosomal complex;GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0000398//mRNA splicing, via spliceosome;GO:0000390//spliceosomal complex disassemblyK12818//ATP-dependent RNA helicase DHX8/PRP22 [EC:3.6.4.13]NP_593253.1//ATP-dependent RNA helicase Prp22 [Schizosaccharomyces pombe 972h-]ATP-dependent RNA helicase Prp22 (prp22), mRNA
2541843 NM_001019221.223.53 21.58 89.12 ini1 GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0071011//precatalytic spliceosome;GO:0071013//catalytic step 2 spliceosomeNA GO:0009410//response to xenobiotic stimulus;GO:0000245//spliceosomal complex assembly;GO:0045292//mRNA cis splicing, via spliceosomeK12834//PHD finger-like domain-containing protein 5ANP_593792.1//RING finger-like protein Ini1 [Schizosaccharomyces pombe 972h-]RING finger-like protein Ini1 (ini1), mRNA
2541346 NM_001022436.227.13 24.76 9.67 SPBP8B7.08cGO:0005829//cytosol;GO:0005739//mitochondrionGO:0008168//methyltransferase activity;GO:0018423//protein C-terminal leucine carboxyl O-methyltransferase activity;GO:0003880//protein C-terminal carboxyl O-methyltransferase activityGO:0006481//C-terminal protein methylation;GO:0010506//regulation of autophagyK18203//[phosphatase 2A protein]-leucine-carboxy methyltransferase [EC:2.1.1.233]NP_596515.1//leucine carboxyl methyltransferase Ppm1 (predicted) [Schizosaccharomyces pombe 972h-]putative leucine carboxyl methyltransferase Ppm1 (SPBP8B7.08c), mRNA
2540594 NM_001021449.222.47 20.48 6.13 gpi13 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0051377//mannose-ethanolamine phosphotransferase activity;GO:0003824//catalytic activityGO:0006506//GPI anchor biosynthetic process;GO:0008152//metabolic process;GO:0071555//cell wall organizationK05288//phosphatidylinositol glycan, class ONP_595538.1//pig-O (predicted) [Schizosaccharomyces pombe 972h-]putative pig-O family ethanolamine phosphate transferase (gpi13), mRNA
2543338 NM_001020128.224.75 26.19 19.42 SPAC458.06 GO:0000324//fungal-type vacuole;GO:0019898//extrinsic component of membrane;GO:0005737//cytoplasm;GO:0005774//vacuolar membrane;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membrane;GO:0030659//cytoplasmic vesicle membraneGO:0080025//phosphatidylinositol-3,5-bisphosphate binding;GO:0032266//phosphatidylinositol-3-phosphate binding;GO:0035091//phosphatidylinositol bindingGO:0034497//protein localization to phagophore assembly site;GO:0006497//protein lipidation;GO:0044804//autophagy of nucleus;GO:0006914//autophagy;GO:0015031//protein transport;GO:0016236//macroautophagy;GO:0000422//autophagy of mitochondrionK17908//autophagy-related protein 18NP_594700.1//WD repeat protein involved in autophagy Atg18c [Schizosaccharomyces pombe 972h-]WD repeat-containing protein Atg18c (SPAC458.06), mRNA
2542915 NM_001019151.221.14 21.05 9.35 SPAC6C3.06cGO:0005768//endosome;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasm;GO:0005802//trans-Golgi network;GO:0005886//plasma membraneGO:0000287//magnesium ion binding;GO:0005524//ATP binding;GO:0003879//ATP phosphoribosyltransferase activity;GO:0004012//phospholipid-translocating ATPase activityGO:0070588//calcium ion transmembrane transport;GO:0000105//histidine biosynthetic process;GO:0099132//ATP hydrolysis coupled cation transmembrane transport;GO:0006897//endocytosis;GO:0006890//retrograde vesicle-mediated transport, Golgi to ERK01530//phospholipid-translocating ATPase [EC:3.6.3.1]NP_593720.1//P-type ATPase, calcium transporting (predicted) [Schizosaccharomyces pombe 972h-]putative P-type calcium transport ATPase (SPAC6C3.06c), mRNA
2541100 NM_001021412.219.5 19.22 5.79 SPBC651.04 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0016604//nuclear body;GO:0005829//cytosol;GO:0033620//Mei2 nuclear dot complex;GO:0000814//ESCRT II complexNA GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006623//protein targeting to vacuole;GO:1904669//ATP export;GO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0000742//karyogamy involved in conjugation with cellular fusion;GO:0000433//negative regulation of transcription from RNA polymerase II promoter by glucose;GO:0045324//late endosome to vacuole transportK12188//ESCRT-II complex subunit VPS22NP_595502.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC651.04), mRNA
2540255 NM_001022042.218.59 15.84 7.59 cdc6 GO:0000784//nuclear chromosome, telomeric region;GO:0043625//delta DNA polymerase complexGO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0008408//3'-5' exonuclease activity;GO:0000166//nucleotide binding;GO:0051539//4 iron, 4 sulfur cluster bindingGO:1904161//DNA synthesis involved in UV-damage excision repair;GO:1903459//mitotic DNA replication lagging strand elongationK02327//DNA polymerase delta subunit 1 [EC:2.7.7.7]XP_013020983.1//DNA polymerase delta catalytic subunit Cdc6 [Schizosaccharomyces cryophilus OY26]DNA polymerase delta catalytic subunit Cdc6 (cdc6), mRNA
2538900 NM_001023534.223.16 17.53 14.12 SPCC1827.01cGO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolusGO:0034511//U3 snoRNA binding;GO:0019843//rRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0030490//maturation of SSU-rRNAK14774//U3 small nucleolar RNA-associated protein 25NP_588547.1//U3 associated protein Utp25 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 associated protein Utp25 (SPCC1827.01c), mRNA
2539904 NM_001021846.222.13 21.05 14.51 omh2 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0000026//alpha-1,2-mannosyltransferase activity;GO:0000030//mannosyltransferase activityGO:0000032//cell wall mannoprotein biosynthetic process;GO:0006486//protein glycosylation;GO:0035269//protein O-linked mannosylation;GO:0006493//protein O-linked glycosylation;GO:0006487//protein N-linked glycosylation;GO:0006491//N-glycan processingK10967//alpha 1,2-mannosyltransferase [EC:2.4.1.-]NP_595938.1//alpha-1,2-mannosyltransferase Omh2 (predicted) [Schizosaccharomyces pombe 972h-]putative alpha-1,2-mannosyltransferase Omh2 (omh2), mRNA
2542263 NM_001019665.222.82 24.27 5.98 SPAC17A2.08cGO:0005634//nucleus;GO:0071008//U2-type post-mRNA release spliceosomal complex;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0003700//DNA binding transcription factor activityGO:0000390//spliceosomal complex disassemblyNA NP_594242.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC17A2.08c), mRNA
2540701 NM_001022084.2 23 19.92 13.37 SPBC19C7.08cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0008168//methyltransferase activity;GO:0008175//tRNA methyltransferase activityGO:0030488//tRNA methylation;GO:0031591//wybutosine biosynthetic processK15451//tRNA wybutosine-synthesizing protein 4 [EC:2.1.1.290 2.3.1.231]NP_596164.1//AdoMet-dependent tRNA methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative AdoMet-dependent tRNA methyltransferase (SPBC19C7.08c), mRNA
2541649 NM_001018408.225.23 23.35 9.48 spo15 GO:0044732//mitotic spindle pole body;GO:0035974//meiotic spindle pole body;GO:0005737//cytoplasmNA GO:0034613//cellular protein localization;GO:0031322//ascospore-type prospore-specific spindle pole body remodelingK20361 NP_593009.1//sporulation protein Spo15 [Schizosaccharomyces pombe 972h-]sporulation protein Spo15 (spo15), mRNA
2541047 NM_001021369.221.04 18.42 11.4 mis13 GO:0000941//condensed nuclear chromosome inner kinetochore;GO:0000922//spindle pole;GO:0005634//nucleus;GO:0031617//NMS complex;GO:0000779//condensed chromosome, centromeric region;GO:0000444//MIS12/MIND type complex;GO:0000818//nuclear MIS12/MIND complexNA GO:0051456//attachment of spindle microtubules to kinetochore involved in meiotic sister chromatid segregation;GO:0000070//mitotic sister chromatid segregation;GO:0051301//cell divisionK11560 NP_595459.1//kinetochore protein Mis13 [Schizosaccharomyces pombe 972h-]kinetochore protein Mis13 (mis13), mRNA
2542339 NM_001019652.223.21 23.39 27.84 SPAC16E8.16GO:0097550//transcriptional preinitiation complex;GO:0005634//nucleusGO:0003743//translation initiation factor activity;GO:0046872//metal ion binding;GO:0001139//transcription factor activity, core RNA polymerase II recruiting;GO:0017025//TBP-class protein binding;GO:0001129//RNA polymerase II transcription factor activity, TBP-class protein binding, involved in preinitiation complex assembly;GO:0000993//RNA polymerase II core bindingGO:2000679//positive regulation of transcription regulatory region DNA binding;GO:0001174//transcriptional start site selection at RNA polymerase II promoter;GO:0045899//positive regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0001113//transcriptional open complex formation at RNA polymerase II promoterK03124//transcription initiation factor TFIIBNP_594229.1//transcription factor TFIIB [Schizosaccharomyces pombe 972h-]transcription factor TFIIB (SPAC16E8.16), mRNA
2543439 NM_001018961.229.68 29.81 7.64 SPAPB1A10.13GO:0051286//cell tip;GO:0005737//cytoplasm;GO:0032153//cell division siteNA NA K19848;K01183//chitinase [EC:3.2.1.14]NP_593527.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB1A10.13), mRNA
2540885 NM_001021000.229.03 23.99 3.35 mik1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0071341//medial cortical node;GO:0005829//cytosolGO:0004713//protein tyrosine kinase activity;GO:0046872//metal ion binding;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0033314//mitotic DNA replication checkpoint;GO:0044878//mitotic cytokinesis checkpoint;GO:0110031//negative regulation of G2/MI transition of meiotic cell cycle;GO:0007095//mitotic G2 DNA damage checkpoint;GO:0051301//cell division;GO:1902402//signal transduction involved in mitotic DNA damage checkpoint;GO:0010972//negative regulation of G2/M transition of mitotic cell cycleK03114 NP_595093.1//mitotic inhibitor kinase Mik1 [Schizosaccharomyces pombe 972h-]mitotic inhibitor kinase Mik1 (mik1), mRNA
2542897 NM_001020106.228.22 31.06 26 SPAC144.16 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004331//fructose-2,6-bisphosphate 2-phosphatase activity;GO:0005524//ATP binding;GO:0003873//6-phosphofructo-2-kinase activityGO:0016226//iron-sulfur cluster assembly;GO:0006003//fructose 2,6-bisphosphate metabolic process;GO:0006000//fructose metabolic processK19030//6-phosphofructo-2-kinase / fructose-2,6-biphosphatase 4 [EC:2.7.1.105 3.1.3.46]NP_594678.2//6-phosphofructo-2-kinase (predicted) [Schizosaccharomyces pombe 972h-]putative sister chromatid cohesion protein (SPAC144.16), mRNA
2540382 NM_001021448.220.31 21.81 7.67 SPBC27B12.05GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0006357//regulation of transcription from RNA polymerase II promoterNA NP_595537.2//WD repeat protein [Schizosaccharomyces pombe 972h-]WD repeat protein (SPBC27B12.05), mRNA
2541023 NM_001022226.326.38 22.75 14.86 SPBC405.02cGO:0016021//integral component of membraneNA NA NA NP_596305.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC405.02c), mRNA
2542211 NM_001020039.228.76 28.81 20.89 apc14 GO:0031160//spore wall;GO:0005737//cytoplasm;GO:0072324//ascus epiplasm;GO:0005680//anaphase-promoting complexNA GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0051301//cell division;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0007049//cell cycleNA NP_594611.1//anaphase-promoting complex subunit Apc14 [Schizosaccharomyces pombe 972h-]anaphase-promoting complex subunit Apc14 (apc14), mRNA
2540104 NM_001021358.215.32 15.65 5.44 SPBC1709.16cGO:0005634//nucleus;GO:0005829//cytosolGO:0016701//oxidoreductase activity, acting on single donors with incorporation of molecular oxygen;GO:0008270//zinc ion binding;GO:0051213//dioxygenase activity;GO:0008198//ferrous iron bindingGO:0006725//cellular aromatic compound metabolic processK15777//4,5-DOPA dioxygenase extradiol [EC:1.13.11.-]NP_595449.2//aromatic ring-opening dioxygenase (predicted) [Schizosaccharomyces pombe 972h-]putative aromatic ring-opening dioxygenase (SPBC1709.16c), partial mRNA
2539312 NM_001023251.221.05 22.31 17.55 prp4 GO:0005634//nucleusGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:1905746//positive regulation of mRNA cis splicing, via spliceosome;GO:0070317//negative regulation of G0 to G1 transition;GO:0045292//mRNA cis splicing, via spliceosomeK08827//serine/threonine-protein kinase PRP4 [EC:2.7.11.1]NP_588261.1//serine/threonine protein kinase Prp4 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Prp4 (prp4), mRNA
2541180 NM_001022242.220.77 22.8 8.69 SPBC776.05 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0071617//lysophospholipid acyltransferase activityGO:0006656//phosphatidylcholine biosynthetic processNA NP_596320.2//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPBC776.05), mRNA
2541865 NM_001019231.214.86 13.48 6.25 SPAC23H3.12cGO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneNA GO:0006813//potassium ion transport;GO:0071805//potassium ion transmembrane transport;GO:0015992//proton transportNA NP_593802.1//mitochondrial hydrogen/potassium transport system protein (predicted) [Schizosaccharomyces pombe 972h-]putative hydrogen/potassium transport protein (SPAC23H3.12c), mRNA
2538868 NM_001023136.225.17 23.78 11.5 hst2 GO:1990707//nuclear subtelomeric heterochromatin;GO:0031934//mating-type region heterochromatin;GO:0005829//cytosol;GO:0031618//nuclear pericentric heterochromatin;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:1902377//nuclear rDNA heterochromatin;GO:0034507//chromosome, centromeric outer repeat regionGO:0070403//NAD+ binding;GO:0008270//zinc ion binding;GO:0033558//protein deacetylase activity;GO:0017136//NAD-dependent histone deacetylase activity;GO:0046970//NAD-dependent histone deacetylase activity (H4-K16 specific)GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0030702//chromatin silencing at centromere;GO:0060303//regulation of nucleosome density;GO:0045950//negative regulation of mitotic recombination;GO:1990619//histone H3-K9 deacetylation;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0031939//negative regulation of chromatin silencing at telomere;GO:0000183//chromatin silencing at rDNA;GO:1900392//regulation of transport by negative regulation of transcription from RNA polymerase II promoter;GO:0001300//chronological cell agingK11121 NP_588147.1//Sir2 family histone deacetylase Hst2 [Schizosaccharomyces pombe 972h-]Sir2 family histone deacetylase Hst2 (hst2), mRNA
2539774 NM_001021488.221.96 22.03 9.95 pas4 GO:0005779//integral component of peroxisomal membrane;GO:0005783//endoplasmic reticulum;GO:0005778//peroxisomal membraneGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0007031//peroxisome organization;GO:0016558//protein import into peroxisome matrixK13346//peroxin-10NP_595592.1//peroxisomal ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative peroxin pas4 (pas4), mRNA
2539219 NM_001023035.227.36 25.38 18.77 mad3 GO:0005634//nucleus;GO:0033597//mitotic checkpoint complex;GO:0005829//cytosol;GO:0000778//condensed nuclear chromosome kinetochoreGO:0010997//anaphase-promoting complex binding;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0004871//signal transducer activity;GO:1990948//ubiquitin ligase inhibitor activityGO:0045841//negative regulation of mitotic metaphase/anaphase transition;GO:0051301//cell division;GO:0072480//signal transduction involved in mitotic spindle assembly checkpoint;GO:0007094//mitotic spindle assembly checkpoint;GO:0051754//meiotic sister chromatid cohesion, centromericK02178//checkpoint serine/threonine-protein kinase [EC:2.7.11.1];K06680NP_588043.2//mitotic spindle checkpoint protein Mad3 [Schizosaccharomyces pombe 972h-]mitotic spindle checkpoint protein Mad3 (mad3), mRNA
2541219 NM_001021466.217.36 13.68 7.59 msl1 GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0003723//RNA binding;GO:0030620//U2 snRNA bindingGO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosomeK11094//U2 small nuclear ribonucleoprotein B'';K11091//U1 small nuclear ribonucleoprotein ABAA21437.1//spliceosomal protein [Schizosaccharomyces pombe]putative U2 snRNP-associated protein Msl1 (msl1), mRNA
2543202 NM_001019047.228.12 25.85 14.53 SPAC25A8.03cGO:0005739//mitochondrionGO:0008168//methyltransferase activity;GO:0016274//protein-arginine N-methyltransferase activityGO:0046034//ATP metabolic process;GO:0010257//NADH dehydrogenase complex assemblyNA NP_593616.2//DUF185 protein, mitochondrial [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC25A8.03c), mRNA
2539660 NM_001021167.220.63 19.71 15.93 rrp46 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0000176//nuclear exosome (RNase complex);GO:0005829//cytosol;GO:0000177//cytoplasmic exosome (RNase complex);GO:0000178//exosome (RNase complex)GO:0003723//RNA binding;GO:0000175//3'-5'-exoribonuclease activityGO:0031125//rRNA 3'-end processing;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:0034661//ncRNA catabolic process;GO:0016075//rRNA catabolic process;GO:0034427//nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0071028//nuclear mRNA surveillance;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070651//nonfunctional rRNA decay;GO:0071051//polyadenylation-dependent snoRNA 3'-end processing;GO:0034475//U4 snRNA 3'-end processing;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic process;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic processK12590//exosome complex component RRP46NP_595260.1//exosome subunit Rrp46 (predicted) [Schizosaccharomyces pombe 972h-]putative exosome subunit Rrp46 (rrp46), mRNA
2542332 NM_001019638.318.25 23.17 17.38 gna1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0008080//N-acetyltransferase activity;GO:0004343//glucosamine 6-phosphate N-acetyltransferase activityGO:0006048//UDP-N-acetylglucosamine biosynthetic processK00621//glucosamine-phosphate N-acetyltransferase [EC:2.3.1.4]NP_594215.1//glucosamine-phosphate N-acetyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative glucosamine-phosphate N-acetyltransferase (gna1), mRNA
2539208 NM_001023300.222.48 22.95 29.86 cek1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0000160//phosphorelay signal transduction system;GO:0018105//peptidyl-serine phosphorylation;GO:0035556//intracellular signal transductionK12767 NP_588310.1//serine/threonine protein kinase Cek1 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Cek1 (cek1), mRNA

NR_151019.1 NR_151019.1 21.05 18.38 10.21 NA GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0030687//preribosome, large subunit precursorGO:0051724//NAD transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0006810//transport;GO:0000470//maturation of LSU-rRNA;GO:1990549//mitochondrial NAD transmembrane transport;GO:0000460//maturation of 5.8S rRNA;GO:0035352//NAD transmembrane transport;GO:0006364//rRNA processing;GO:0006839//mitochondrial transportK15115//solute carrier family 25 (mitochondrial folate transporter), member 32NP_592957.1//mitochondrial NAD+ transporter (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.655), miscRNA
2542423 NM_001019678.223.06 23.64 15 pep7 GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0010009//cytoplasmic side of endosome membrane;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0032266//phosphatidylinositol-3-phosphate binding;GO:0017137//Rab GTPase binding;GO:0003676//nucleic acid bindingGO:0006896//Golgi to vacuole transport;GO:0006906//vesicle fusion;GO:0006895//Golgi to endosome transport;GO:0006904//vesicle docking involved in exocytosis;GO:0000011//vacuole inheritance;GO:0006897//endocytosis;GO:0034058//endosomal vesicle fusionK12481//rabenosyn-5NP_594255.1//prevacuole/endosomal FYVE tethering component Pep7 (predicted) [Schizosaccharomyces pombe 972h-]putative FYVE tethering component Pep7 (pep7), mRNA
2542832 NM_001018470.219.89 19.87 7.59 SPAC4G8.12cGO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0000026//alpha-1,2-mannosyltransferase activity;GO:0016757//transferase activity, transferring glycosyl groups;GO:0000030//mannosyltransferase activityGO:0006506//GPI anchor biosynthetic processK08098//phosphatidylinositol glycan, class Z [EC:2.4.1.-]NP_593072.1//alpha-1,2-mannosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative alpha-1,2-mannosyltransferase (SPAC4G8.12c), mRNA
3361393 NM_001018707.231.08 28.98 37.35 SPAPB17E12.12cGO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:1902557//5'-adenylyl sulfate transmembrane transporter activity;GO:0046964//3'-phosphoadenosine 5'-phosphosulfate transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transport;GO:1990553//mitochondrial 5'-adenylyl sulfate transmembrane transport;GO:0006839//mitochondrial transport;GO:1990554//mitochondrial 3'-phospho-5'-adenylyl sulfate transmembrane transportK14684//solute carrier family 25 (mitochondrial phosphate transporter), member 23/24/25/41NP_001018227.1//mitochondrial coenzyme A/ diphosphate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative coenzyme A/ diphosphate transporter (SPAPB17E12.12c), mRNA
2542438 NM_001020032.224.25 21.03 16.95 nuc2 GO:0005634//nucleus;GO:0043234//protein complex;GO:0032153//cell division site;GO:0005680//anaphase-promoting complexGO:0003677//DNA bindingGO:0000070//mitotic sister chromatid segregation;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0051301//cell division;GO:0071851//mitotic G1 cell cycle arrest in response to nitrogen starvationK03350//anaphase-promoting complex subunit 3NP_594604.2//anaphase-promoting complex subunit Apc3 [Schizosaccharomyces pombe 972h-]anaphase-promoting complex subunit Apc3 (nuc2), mRNA
2539309 NM_001022812.220.64 19.07 10.46 alp16 GO:0000922//spindle pole;GO:0044732//mitotic spindle pole body;GO:0005874//microtubule;GO:0000931//gamma-tubulin large complex;GO:0005816//spindle pole body;GO:0008275//gamma-tubulin small complex;GO:0000930//gamma-tubulin complex;GO:0055031//gamma-tubulin large complex, equatorial microtubule organizing center;GO:0008274//gamma-tubulin ring complexGO:0043015//gamma-tubulin binding;GO:0005200//structural constituent of cytoskeletonGO:0090307//mitotic spindle assembly;GO:0051321//meiotic cell cycle;GO:0051301//cell division;GO:0051415//interphase microtubule nucleation by interphase microtubule organizing center;GO:0031122//cytoplasmic microtubule organizationNA NP_587819.1//gamma tubulin complex subunit Alp16 [Schizosaccharomyces pombe 972h-]gamma tubulin complex subunit Alp16 (alp16), mRNA

NR_151280.1 NR_151280.1 18.87 20.6 29.92 NA GO:0005759//mitochondrial matrixNA GO:0033615//mitochondrial proton-transporting ATP synthase complex assembly;GO:0034553//mitochondrial respiratory chain complex II assemblyNA XP_004001780.1//mitochondrial matrix protein, F1F0 ATP synthase assembly factor Fmc1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.894), miscRNA
2539834 NM_001021825.231.42 30.5 19.42 pol5 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosolGO:0000182//rDNA binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0000166//nucleotide bindingGO:0042790//transcription of nuclear large rRNA transcript from RNA polymerase I promoter;GO:0009303//rRNA transcriptionK02331//DNA polymerase phi [EC:2.7.7.7]NP_595917.1//DNA polymerase phi [Schizosaccharomyces pombe 972h-]DNA polymerase phi (pol5), mRNA

NR_151368.1 NR_151368.1 23.92 24.6 12.08 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.975), miscRNA
2539246 NM_001023383.232.1 24.81 16.01 SPCC18.13 GO:0005634//nucleus;GO:0043527//tRNA methyltransferase complex;GO:0043234//protein complex;GO:0005829//cytosolGO:0008168//methyltransferase activityGO:0106004//tRNA (guanine-N7)-methylation;GO:0030488//tRNA methylation;GO:0036265//RNA (guanine-N7)-methylationK15443//tRNA (guanine-N(7)-)-methyltransferase subunit TRM82NP_588392.1//tRNA (guanine-N7-)-methyltransferase subunit Trm82 [Schizosaccharomyces pombe 972h-]tRNA (guanine-N7-)-methyltransferase subunit Trm82 (SPCC18.13), mRNA
2538748 NM_001022982.223.34 23.46 11.32 snx12 GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0035091//phosphatidylinositol bindingGO:0015031//protein transport;GO:0016192//vesicle-mediated transportK17887//sorting nexin-25NP_587991.1//sorting nexin Snx12 (predicted) [Schizosaccharomyces pombe 972h-]putative sorting nexin Snx12 (snx12), mRNA
2538918 NM_001022770.220.83 20.03 10.14 SPCC736.06 GO:0070847//core mediator complex;GO:0016592//mediator complex;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0001104//RNA polymerase II transcription cofactor activity;GO:0004815//aspartate-tRNA ligase activity;GO:0004812//aminoacyl-tRNA ligase activity;GO:0003676//nucleic acid bindingGO:1990115//RNA Polymerase III assembly;GO:0006418//tRNA aminoacylation for protein translation;GO:1990113//RNA Polymerase I assembly;GO:1990114//RNA Polymerase II core complex assembly;GO:0070146//mitochondrial aspartyl-tRNA aminoacylation;GO:0001731//formation of translation preinitiation complexK01876//aspartyl-tRNA synthetase [EC:6.1.1.12]NP_587777.1//mitochondrial aspartate-tRNA ligase (predicted) [Schizosaccharomyces pombe 972h-]putative aspartate--tRNA (Asp) ligase (SPCC736.06), mRNA

NR_150388.1 NR_150388.1 22.19 24 15.14 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0004424//imidazoleglycerol-phosphate dehydratase activityGO:0000105//histidine biosynthetic processK01693 NP_595932.1//imidazoleglycerol-phosphate dehydratase His5 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1500), miscRNA
2540986 NM_001021428.122.26 20.03 8.73 gpi3 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0000506//glycosylphosphatidylinositol-N-acetylglucosaminyltransferase (GPI-GnT) complexGO:0008194//UDP-glycosyltransferase activity;GO:0017176//phosphatidylinositol N-acetylglucosaminyltransferase activityGO:0006506//GPI anchor biosynthetic processK03857//phosphatidylinositol glycan, class A [EC:2.4.1.198]NP_595519.1//pig-A, phosphatidylinositol N-acetylglucosaminyltransferase subunit Gpi3 (predicted) [Schizosaccharomyces pombe 972h-]putative pig-A family phosphatidylinositol N-acetylglucosaminyltransferase subunit Gpi3 (gpi3), partial mRNA
2543297 NM_001019272.222.53 25.99 18.25 mug179 GO:0005768//endosome;GO:0000329//fungal-type vacuole membrane;GO:0032580//Golgi cisterna membrane;GO:0005794//Golgi apparatus;GO:0019898//extrinsic component of membrane;GO:0005829//cytosol;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membraneGO:0080025//phosphatidylinositol-3,5-bisphosphate binding;GO:0032266//phosphatidylinositol-3-phosphate binding;GO:0035091//phosphatidylinositol bindingGO:0030435//sporulation resulting in formation of a cellular spore;GO:0006623//protein targeting to vacuole;GO:0034497//protein localization to phagophore assembly site;GO:0006497//protein lipidation;GO:0044804//autophagy of nucleus;GO:0006914//autophagy;GO:0016236//macroautophagy;GO:0000422//autophagy of mitochondrionK17908//autophagy-related protein 18NP_593843.1//WD repeat protein involved in autophagy Atg18b [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (mug179), mRNA
2541542 NM_001019116.222.06 21.52 13.99 rnh201 GO:0005634//nucleus;GO:0032299//ribonuclease H2 complexGO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0004523//RNA-DNA hybrid ribonuclease activityGO:1903469//removal of RNA primer involved in mitotic DNA replication;GO:1990516//ribonucleotide excision repair;GO:1902969//mitotic DNA replication;GO:0070716//mismatch repair involved in maintenance of fidelity involved in DNA-dependent DNA replication;GO:0043137//DNA replication, removal of RNA primerK10743//ribonuclease H2 subunit A [EC:3.1.26.4]NP_593684.1//ribonuclease H2 complex subunit Rnh201 (predicted) [Schizosaccharomyces pombe 972h-]putative ribonuclease H2 complex subunit Rnh201 (rnh201), mRNA
2539536 NM_001355886.124.41 23.61 8.4 SPCC16C4.19GO:0000172//ribonuclease MRP complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005655//nucleolar ribonuclease P complexNA GO:1905267//endonucleolytic cleavage involved in tRNA processing;GO:0006379//mRNA cleavage;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14531 XP_001713162.1//RNase MRP subunit (predicted) [Schizosaccharomyces pombe 972h-]putative RNase MRP subunit (SPCC16C4.19), mRNA
2538719 NM_001022953.221.47 21.73 7.78 fta4 GO:0031511//Mis6-Sim4 complex;GO:0005874//microtubule;GO:0000778//condensed nuclear chromosome kinetochore;GO:0005737//cytoplasmNA GO:0000070//mitotic sister chromatid segregation;GO:0051301//cell divisionNA NP_587962.1//Sim4 and Mal2 associated (4 and 2 associated) protein 4 [Schizosaccharomyces pombe 972h-]Sim4 and Mal2-associated protein 4 (fta4), mRNA
2543361 NM_001019266.227.49 25.35 4.62 SPAC823.10cGO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membraneGO:0015187//glycine transmembrane transporter activity;GO:0005215//transporter activityGO:0036233//glycine import;GO:0006783//heme biosynthetic process;GO:1904983//glycine import into mitochondrion;GO:0006839//mitochondrial transportK15118//solute carrier family 25, member 38NP_593837.1//mitochondrial carrier with solute carrier repeats (predicted) [Schizosaccharomyces pombe 972h-]putative solute carrier repeat-containing protein (SPAC823.10c), mRNA
2539333 NM_001023267.316.38 14.64 7.61 mug72 GO:0051286//cell tip;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0050661//NADP binding;GO:0008677//2-dehydropantoate 2-reductase activityGO:0051321//meiotic cell cycleK00077 NP_588277.1//oxidoreductase (predicted) [Schizosaccharomyces pombe 972h-]putative oxidoreductase (mug72), mRNA
2542969 NM_001018468.224.7 23.61 15.57 gos1 GO:0005801//cis-Golgi network;GO:0000139//Golgi membrane;GO:0005797//Golgi medial cisterna;GO:0032592//integral component of mitochondrial membrane;GO:0031305//integral component of mitochondrial inner membrane;GO:0005794//Golgi apparatus;GO:0031201//SNARE complex;GO:0016021//integral component of membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0000149//SNARE binding;GO:0005484//SNAP receptor activity;GO:0051082//unfolded protein bindingGO:0006886//intracellular protein transport;GO:0006906//vesicle fusion;GO:0048209//regulation of vesicle targeting, to, from or within Golgi;GO:0033615//mitochondrial proton-transporting ATP synthase complex assembly;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0016192//vesicle-mediated transportK18192//mitochondrial ATPase complex subunit ATP10;K08495//golgi SNAP receptor complex member 1NP_593070.1//SNARE Gos1 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE protein Gos1 (gos1), mRNA
2540531 NM_001022529.226.87 26.49 16.22 sat1 GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0034066//RIC1-RGP1 guanyl-nucleotide exchange factor complex;GO:0032045//guanyl-nucleotide exchange factor complex;GO:0000139//Golgi membraneGO:0017112//Rab guanyl-nucleotide exchange factor activity;GO:0017137//Rab GTPase bindingGO:0042147//retrograde transport, endosome to Golgi;GO:1904515//positive regulation of TORC2 signalingK20477//RAB6A-GEF complex partner protein 2NP_596608.1//Golgi membrane exchange factor subunit Sat1 (predicted) [Schizosaccharomyces pombe 972h-]putative protein sat1 (sat1), mRNA
2540173 NM_001021071.221.16 23.82 17.92 SPBC106.13 GO:0005634//nucleus;GO:0005829//cytosol;GO:0034657//GID complex;GO:0005737//cytoplasmGO:0016874//ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0043066//negative regulation of apoptotic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0045721//negative regulation of gluconeogenesisK18624//macrophage erythroblast attacherNP_595162.1//ubiquitin ligase complex subunit [Schizosaccharomyces pombe 972h-]ubiquitin ligase complex subunit (SPBC106.13), mRNA
2543452 NM_001019509.225.42 24.74 11.71 ssu72 GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005829//cytosolGO:0004721//phosphoprotein phosphatase activity;GO:0008420//CTD phosphatase activity;GO:0004725//protein tyrosine phosphatase activityGO:1905213//negative regulation of mitotic chromosome condensation;GO:0006369//termination of RNA polymerase II transcription;GO:0006378//mRNA polyadenylation;GO:0006352//DNA-templated transcription, initiation;GO:0006368//transcription elongation from RNA polymerase II promoter;GO:0031564//transcription antitermination;GO:0001174//transcriptional start site selection at RNA polymerase II promoter;GO:0030846//termination of RNA polymerase II transcription, poly(A)-coupled;GO:0098789//pre-mRNA cleavage required for polyadenylation;GO:0070940//dephosphorylation of RNA polymerase II C-terminal domain;GO:0030847//termination of RNA polymerase II transcription, exosome-dependent;GO:0009302//snoRNA transcriptionK15544//RNA polymerase II subunit A C-terminal domain phosphatase SSU72 [EC:3.1.3.16]NP_594076.1//phosphoric ester hydrolase Ssu72 (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoric ester hydrolase Ssu72 (ssu72), mRNA
2541314 NM_001356046.128.04 29.24 26.79 SPBP35G2.02GO:0005634//nucleus;GO:0000502//proteasome complex;GO:0005829//cytosol;GO:0005635//nuclear envelope;GO:0000778//condensed nuclear chromosome kinetochoreNA GO:0045144//meiotic sister chromatid segregation;GO:0051177//meiotic sister chromatid cohesion;GO:1990813//meiotic centromeric cohesion protection;GO:0045143//homologous chromosome segregation;GO:0051301//cell divisionK15218 NP_595378.1//inner centromere protein, shugoshin, Sgo1 [Schizosaccharomyces pombe 972h-]putative poteasome interacting protein (SPBP35G2.02), mRNA

NR_151194.1 NR_151194.1 28.54 32.06 17.26 NA NA NA GO:0051321//meiotic cell cycleNA NP_593721.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.815), miscRNA
2543518 NM_001019291.231.85 33.87 36.11 SPAC4F8.11 GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005682//U5 snRNP;GO:0000974//Prp19 complex;GO:0035859//Seh1-associated complex;GO:0071014//post-mRNA release spliceosomal complex;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0030620//U2 snRNA binding;GO:0000386//second spliceosomal transesterification activity;GO:0030619//U1 snRNA binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0097157//pre-mRNA intronic binding;GO:0017070//U6 snRNA binding;GO:0030623//U5 snRNA bindingGO:0000244//spliceosomal tri-snRNP complex assembly;GO:0000350//generation of catalytic spliceosome for second transesterification step;GO:0000398//mRNA splicing, via spliceosome;GO:0000389//mRNA 3'-splice site recognition;GO:0032008//positive regulation of TOR signalingK12856//pre-mRNA-processing factor 8NP_593862.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (SPAC4F8.11), mRNA
3361429 NM_001019824.328.34 26.81 6.03 trm5 GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005737//cytoplasmGO:0052906//tRNA (guanine(37)-N(1))-methyltransferase activityGO:0070901//mitochondrial tRNA methylation;GO:0002939//tRNA N1-guanine methylation;GO:0030488//tRNA methylationK15429//tRNA (guanine37-N1)-methyltransferase [EC:2.1.1.228]NP_001018269.2//tRNA (guanine) methyltransferase Trm5 [Schizosaccharomyces pombe 972h-]tRNA (guanine) methyltransferase Trm5 (trm5), partial mRNA
2539877 NM_001023776.224.87 25 9.64 SPBC16G5.07cGO:0016020//membrane;GO:0005739//mitochondrionNA GO:0007006//mitochondrial membrane organizationK11293//protein HIRA/HIR1NP_596756.1//prohibitin (predicted) [Schizosaccharomyces pombe 972h-]putative prohibitin (SPBC16G5.07c), mRNA
3361408 NM_001018698.218.3 15.96 10.53 yip12 GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005763//mitochondrial small ribosomal subunit;GO:0031304//intrinsic component of mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0008168//methyltransferase activity;GO:0005507//copper ion bindingGO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0032543//mitochondrial translation;GO:0000387//spliceosomal snRNP assemblyK13130//gem associated protein 2;K02258//cytochrome c oxidase assembly protein subunit 11NP_594775.1//SMN family protein Yip11 [Schizosaccharomyces pombe 972h-]SMN family protein Yip12 (yip12), mRNA
2540221 NM_001022064.221.64 23.13 36.23 rec14 GO:0005634//nucleus;GO:0005829//cytosol;GO:0055087//Ski complexNA GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:0051321//meiotic cell cycleK12601 NP_596145.1//Ski complex subunit Rec14 [Schizosaccharomyces pombe 972h-]Ski complex subunit Rec14 (rec14), mRNA
2540460 NM_001022135.337.87 33.78 7.52 SPBC2A9.07cGO:0005634//nucleus;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0003910//DNA ligase (ATP) activity;GO:0008270//zinc ion bindingGO:0006273//lagging strand elongation;GO:0051103//DNA ligation involved in DNA repair;GO:2000134//negative regulation of G1/S transition of mitotic cell cycleK19898 NP_596216.3//zf-PARP type zinc finger protein [Schizosaccharomyces pombe 972h-]zf-PARP type zinc finger protein (SPBC2A9.07c), mRNA
2539835 NM_001022165.215.61 15.48 7.9 naa30 GO:0005634//nucleus;GO:0005829//cytosol;GO:0031417//NatC complexGO:0004596//peptide alpha-N-acetyltransferase activity;GO:0008080//N-acetyltransferase activityGO:0006474//N-terminal protein amino acid acetylation;GO:0017196//N-terminal peptidyl-methionine acetylationK00670//N-alpha-acetyltransferase 30 [EC:2.3.1.256]NP_596246.1//NatC N-acetyltransferase complex catalytic subunit Naa30 (predicted) [Schizosaccharomyces pombe 972h-]putative NatC N-acetyltransferase complex catalytic subunit Naa30 (naa30), mRNA

NR_150012.1 NR_150012.1 7.31 3.85 5.96 NA GO:0005834//heterotrimeric G-protein complex;GO:0005829//cytosolNA GO:0090029//negative regulation of pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0045744//negative regulation of G-protein coupled receptor protein signaling pathwayNA NP_587950.1//heterotrimeric G protein beta subunit Gnr1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1158), miscRNA
NR_149949.1 NR_149949.1 26.84 21.75 34.39 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0019172//glyoxalase III activityGO:1990748//cellular detoxificationK22211 NP_587678.1//ThiJ domain protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1100), miscRNA

3361526 NM_001356026.125.53 22.1 36.06 caf4 GO:0030014//CCR4-NOT complex;GO:0005739//mitochondrion;GO:0005741//mitochondrial outer membrane;GO:0030015//CCR4-NOT core complexGO:0051020//GTPase bindingGO:0000289//nuclear-transcribed mRNA poly(A) tail shortening;GO:0000002//mitochondrial genome maintenance;GO:0000266//mitochondrial fissionK17970 XP_001713057.1//CCR4-Not complex subunit Caf4/Mdv1 (predicted) [Schizosaccharomyces pombe 972h-]putative CCR4-Not complex subunit Caf4/Mdv1 (caf4), mRNA
2541850 NM_001020273.230.56 23.37 36.85 SPAC22E12.18GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0051726//regulation of cell cycleNA NP_594844.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC22E12.18), mRNA
2541586 NM_001019457.215.44 15.37 6.41 bgs2 GO:0005783//endoplasmic reticulum;GO:0051286//cell tip;GO:0031520//plasma membrane of cell tip;GO:0035841//new growing cell tip;GO:0043332//mating projection tip;GO:0035838//growing cell tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0000936//primary cell septum;GO:0030427//site of polarized growth;GO:0000935//division septum;GO:0016021//integral component of membrane;GO:0000148//1,3-beta-D-glucan synthase complex;GO:0005628//prospore membraneGO:0003843//1,3-beta-D-glucan synthase activityGO:0071970//fungal-type cell wall (1->3)-beta-D-glucan biosynthetic process;GO:0031671//primary cell septum biogenesis;GO:0034413//ascospore wall (1->3)-beta-D-glucan biosynthetic processK00706 XP_013021581.1//1,3-beta-glucan synthase subunit Bgs2 [Schizosaccharomyces cryophilus OY26]1,3-beta-glucan synthase subunit Bgs2 (bgs2), partial mRNA
2541592 NM_001018731.221.85 19.98 16.61 cut9 GO:0043234//protein complex;GO:0005829//cytosol;GO:0031618//nuclear pericentric heterochromatin;GO:0005680//anaphase-promoting complexNA GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0051301//cell division;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0007049//cell cycleK03353//anaphase-promoting complex subunit 6NP_593301.1//anaphase-promoting complex subunit Cut9 [Schizosaccharomyces pombe 972h-]anaphase-promoting complex subunit Cut9 (cut9), mRNA
2541098 NM_001021218.222.53 23.87 20.06 syj2 GO:0051286//cell tip;GO:0005829//cytosol;GO:0032153//cell division site;GO:0005737//cytoplasmGO:1990650//inositol-2,4,5,6-tetrakisphosphate 5-phosphatase activity;GO:0004445//inositol-polyphosphate 5-phosphatase activity;GO:1990648//inositol-4,5,6-triphosphate 5-phosphatase activity;GO:0034485//phosphatidylinositol-3,4,5-trisphosphate 5-phosphatase activity;GO:0042578//phosphoric ester hydrolase activity;GO:1990649//inositol-1,2,4,5-tetrakisphosphate 5-phosphatase activity;GO:0052659//inositol-1,3,4,5-tetrakisphosphate 5-phosphatase activity;GO:1990640//inositol-2,4,5-triphosphate 5-phosphatase activity;GO:0005509//calcium ion binding;GO:0043813//phosphatidylinositol-3,5-bisphosphate 5-phosphatase activity;GO:1990651//inositol-1,2,4,5,6-pentakisphosphate 5-phosphatase activity;GO:0004439//phosphatidylinositol-4,5-bisphosphate 5-phosphatase activity;GO:0052658//inositol-1,4,5-trisphosphate 5-phosphatase activity;GO:0030487//inositol-4,5-bisphosphate 5-phosphatase activityGO:0048017//inositol lipid-mediated signaling;GO:0046488//phosphatidylinositol metabolic process;GO:0006897//endocytosis;GO:0015031//protein transport;GO:0046856//phosphatidylinositol dephosphorylationK20279//synaptojanin [EC:3.1.3.36]NP_595311.1//inositol-1,4,5-trisphosphate 5-phosphatase 2 [Schizosaccharomyces pombe 972h-]inositol-1,4,5-trisphosphate 5-phosphatase 2 (syj2), mRNA
2540628 NM_001021988.226.21 20.81 7.27 SPBC25B2.08GO:0005634//nucleus;GO:0005635//nuclear envelopeNA NA NA NP_596076.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC25B2.08), mRNA
2542587 NM_001018277.231.61 25.1 49.08 SPAC18B11.06GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0005732//small nucleolar ribonucleoprotein complexGO:0003723//RNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingK14765//U3 small nucleolar ribonucleoprotein protein LCP5NP_592877.1//U3 snoRNP-associated protein Lcp5 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Lcp5 (SPAC18B11.06), mRNA
2541452 NM_001019283.220.41 21.83 9.89 SPAC7D4.05 GO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activity;GO:0016791//phosphatase activityGO:0008152//metabolic processK07025//putative hydrolase of the HAD superfamilyNP_593854.2//hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative hydrolase (SPAC7D4.05), mRNA
2539317 NM_001022986.221.41 17.85 32.41 atg20 GO:0010008//endosome membrane;GO:0005768//endosome;GO:0019898//extrinsic component of membrane;GO:0005829//cytosol;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membrane;GO:0005737//cytoplasmGO:0032266//phosphatidylinositol-3-phosphate binding;GO:0035091//phosphatidylinositol bindingGO:0016050//vesicle organization;GO:0042147//retrograde transport, endosome to Golgi;GO:0006897//endocytosis;GO:0034498//early endosome to Golgi transport;GO:0006914//autophagy;GO:0015031//protein transportK21996 NP_587995.1//sorting nexin Atg20 (predicted) [Schizosaccharomyces pombe 972h-]putative sorting nexin Atg20 (atg20), mRNA
3361540 NM_001018312.216.52 15.97 19.27 SPAC1751.04GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursor;GO:0030684//preribosomeGO:0003729//mRNA binding;GO:0042802//identical protein bindingGO:0008298//intracellular mRNA localization;GO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0042273//ribosomal large subunit biogenesis;GO:0051028//mRNA transport;GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14817 NP_001018183.2//pre-ribosomal protein Loc1 (predicted) [Schizosaccharomyces pombe 972h-]putative pre-ribosomal protein Loc1 (SPAC1751.04), mRNA
2539362 NM_001022931.122.5 18.98 7.94 SPCC18B5.10cGO:0000445//THO complex part of transcription export complex;GO:0000346//transcription export complexNA GO:0006406//mRNA export from nucleusK12880//THO complex subunit 3NP_587940.1//TREX complex subunit Tex1 (predicted) [Schizosaccharomyces pombe 972h-]putative TREX complex subunit Tex1 (SPCC18B5.10c), partial mRNA
2543220 NM_001018353.223.64 24.34 11.92 SPAPB21F2.02GO:0005768//endosome;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005802//trans-Golgi network;GO:0005737//cytoplasm;GO:0000139//Golgi membraneNA GO:0006895//Golgi to endosome transport;GO:0015031//protein transport;GO:0007029//endoplasmic reticulum organizationNA NP_592953.1//Dopey family protein (predicted) [Schizosaccharomyces pombe 972h-]putative family protein DOPEY (SPAPB21F2.02), mRNA
2543393 NM_001019122.221.47 18.2 14.94 rpc2 GO:0005829//cytosol;GO:0005666//DNA-directed RNA polymerase III complexGO:0032549//ribonucleoside binding;GO:0003677//DNA binding;GO:0001056//RNA polymerase III activityGO:0042797//tRNA transcription from RNA polymerase III promoterK03021//DNA-directed RNA polymerase III subunit RPC2 [EC:2.7.7.6]XP_013020607.1//DNA-directed RNA polymerase III complex subunit Rpc2 [Schizosaccharomyces octosporus yFS286]DNA-directed RNA polymerase III complex subunit Rpc2 (rpc2), mRNA

NR_150521.1 NR_150521.1 13.78 20.08 10.91 NA GO:0005826//actomyosin contractile ringNA GO:0000281//mitotic cytokinesis;GO:2000574//regulation of microtubule motor activityNA NP_596509.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1627), miscRNA
2538980 NM_001022963.223.11 21.63 35.48 SPCC2H8.02 GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0005315//inorganic phosphate transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0035435//phosphate ion transmembrane transportK08176//MFS transporter, PHS family, inorganic phosphate transporterNP_587972.1//inorganic phosphate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative inorganic phosphate transporter (SPCC2H8.02), mRNA
2540933 NM_001021242.223.47 23.18 13.64 spo9 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004337//geranyltranstransferase activity;GO:0004311//farnesyltranstransferase activity;GO:0004161//dimethylallyltranstransferase activity;GO:0016740//transferase activityGO:0008299//isoprenoid biosynthetic process;GO:0045337//farnesyl diphosphate biosynthetic process;GO:0033384//geranyl diphosphate biosynthetic process;GO:0006696//ergosterol biosynthetic process;GO:0015031//protein transport;GO:0033386//geranylgeranyl diphosphate biosynthetic processK00787//farnesyl diphosphate synthase [EC:2.5.1.1 2.5.1.10]NP_595334.1//farnesyl pyrophosphate synthetase [Schizosaccharomyces pombe 972h-]farnesyl pyrophosphate synthetase (spo9), mRNA
2540100 NM_001355798.126.33 25.75 20.63 vrp1 GO:0035840//old growing cell tip;GO:0030479//actin cortical patch;GO:0000126//transcription factor TFIIIB complex;GO:0005634//nucleus;GO:0031097//medial cortex;GO:0005829//cytosolGO:0001026//TFIIIB-type transcription factor activity;GO:0001029//RNA polymerase III type 3 promoter TFIIIB-type transcription factor activity;GO:0000994//RNA polymerase III core binding;GO:0003779//actin binding;GO:0046872//metal ion binding;GO:0001006//RNA polymerase III type 3 promoter sequence-specific DNA binding;GO:0001156//TFIIIC-class transcription factor binding;GO:0017025//TBP-class protein bindingGO:0045945//positive regulation of transcription from RNA polymerase III promoter;GO:0000147//actin cortical patch assembly;GO:0090074//negative regulation of protein homodimerization activity;GO:0070898//RNA polymerase III transcriptional preinitiation complex assembly;GO:0045010//actin nucleation;GO:0007015//actin filament organization;GO:0001112//DNA-templated transcriptional open complex formation;GO:0006897//endocytosis;GO:0051127//positive regulation of actin nucleation;GO:0070893//transposon integrationK15196//transcription factor IIIB 90 kDa subunitNP_596264.1//verprolin [Schizosaccharomyces pombe 972h-]verprolin (vrp1), mRNA
3361556 NM_001020333.220.6 17.1 7.71 ctf8 GO:0031390//Ctf18 RFC-like complex;GO:0000790//nuclear chromatinGO:0003677//DNA bindingGO:0006260//DNA replication;GO:0007064//mitotic sister chromatid cohesionK11270//chromosome transmission fidelity protein 8NP_001018293.1//DNA replication factor C complex subunit Ctf8 (predicted) [Schizosaccharomyces pombe 972h-]putative DNA replication factor C complex subunit Ctf8 (ctf8), mRNA
2540482 NM_001022273.223.97 21.14 24.93 mug16 GO:0005783//endoplasmic reticulum;GO:0030173//integral component of Golgi membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneNA GO:0006810//transport;GO:0051321//meiotic cell cycleNA NP_596353.1//UNC-50 family protein [Schizosaccharomyces pombe 972h-]UNC-50 family protein (mug16), partial mRNA
2541022 NM_001023763.221.03 19.37 11.61 rga1 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0030428//cell septum;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0046872//metal ion binding;GO:0005096//GTPase activator activityGO:0007165//signal transduction;GO:0030036//actin cytoskeleton organization;GO:0051666//actin cortical patch localization;GO:0008360//regulation of cell shape;GO:0000917//division septum assembly;GO:0009272//fungal-type cell wall biogenesisK20643 NP_596743.1//Rho-type GTPase activating protein Rga1 [Schizosaccharomyces pombe 972h-]Rho-type GTPase-activating protein Rga1 (rga1), mRNA
3361562 NM_001020359.224.88 26.59 11.98 pcs1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0034506//chromosome, centromeric core domain;GO:0033551//monopolin complex;GO:0000775//chromosome, centromeric region;GO:0005730//nucleolus;GO:0000778//condensed nuclear chromosome kinetochore;GO:0005829//cytosol;GO:0000776//kinetochoreGO:1990644//microtubule site clampGO:0045144//meiotic sister chromatid segregation;GO:0000070//mitotic sister chromatid segregation;GO:1990893//mitotic chromosome centromere condensation;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0045143//homologous chromosome segregation;GO:0051301//cell divisionNA NP_001018298.2//chromosome segregation protein Pcs1 [Schizosaccharomyces pombe 972h-]chromosome segregation protein Pcs1 (pcs1), mRNA
2543149 NM_001020384.221.6 22.1 10.07 SPAP8A3.14cGO:0042645//mitochondrial nucleoid;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionNA GO:0032543//mitochondrial translationNA NP_594953.1//mitochondrial inner membrane protein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAP8A3.14c), mRNA
2540549 NM_001021538.2 5 3.64 5.62 SPBC83.12 GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_595644.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC83.12), mRNA
2543268 NM_001018932.224.65 21.76 13.05 gaa1 GO:0005783//endoplasmic reticulum;GO:0042765//GPI-anchor transamidase complexGO:0004252//serine-type endopeptidase activityGO:0016255//attachment of GPI anchor to proteinK05289//glycosylphosphatidylinositol transamidaseNP_593498.1//GPI-anchor transamidase complex subunit Gaa1 (predicted) [Schizosaccharomyces pombe 972h-]putative GPI-anchor transamidase complex subunit Gaa1 (gaa1), mRNA
2540770 NM_001022293.2 27 26.88 17.38 SPBC20F10.08cGO:0005634//nucleus;GO:0044233//ER-mitochondrion membrane contact site;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:1990816//vacuole-mitochondrion membrane contact site;GO:0071561//nucleus-vacuole junction;GO:0005737//cytoplasmNA GO:1990456//mitochondrion-endoplasmic reticulum membrane tethering;GO:0044376//RNA polymerase II complex import to nucleus;GO:1990854//vacuole-ER tetheringNA NP_596372.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC20F10.08c), mRNA
9407309 NM_001355956.121.32 27.12 117.5 SPCC569.09 NA NA NA NA XP_002788953.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC569.09), mRNA
2542695 NM_001020069.224.13 21.17 8.6 SPAC12B10.09GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membraneGO:0000095//S-adenosyl-L-methionine transmembrane transporter activityGO:0006810//transport;GO:0055085//transmembrane transport;GO:1990543//mitochondrial S-adenosyl-L-methionine transmembrane transport;GO:0006839//mitochondrial transportK15111//solute carrier family 25 (mitochondrial S-adenosylmethionine transporter), member 26NP_594641.1//S-adenosylmethionine transporter (predicted) [Schizosaccharomyces pombe 972h-]putative S-adenosylmethionine transporter (SPAC12B10.09), partial mRNA
2542414 NM_001356076.124.53 24.69 9.94 tpz1 GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005770//late endosome;GO:0000782//telomere cap complex;GO:0031901//early endosome membrane;GO:0005829//cytosol;GO:0070187//shelterin complex;GO:0005886//plasma membraneGO:0042162//telomeric DNA binding;GO:0005525//GTP binding;GO:1902496//protein binding involved in negative regulation of telomere maintenance via telomerase;GO:0003924//GTPase activityGO:0070198//protein localization to chromosome, telomeric region;GO:0016233//telomere capping;GO:0007264//small GTPase mediated signal transduction;GO:0006897//endocytosis;GO:0033157//regulation of intracellular protein transport;GO:0034058//endosomal vesicle fusion;GO:0032211//negative regulation of telomere maintenance via telomerase;GO:0015031//protein transport;GO:0000723//telomere maintenance;GO:1905324//telomere-telomerase complex assemblyK07889//Ras-related protein Rab-5CNP_593908.2//telomere-protecting protein [Schizosaccharomyces pombe 972h-]telomere-protecting protein (tpz1), mRNA
2541859 NM_001018824.219.33 19.85 5.64 vam6 GO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:1902500//vacuolar HOPS complex;GO:0000324//fungal-type vacuole;GO:0005829//cytosolGO:0017112//Rab guanyl-nucleotide exchange factor activityGO:0006886//intracellular protein transport;GO:0048278//vesicle docking;GO:0042144//vacuole fusion, non-autophagic;GO:0016192//vesicle-mediated transportK20183//Vam6/Vps39-like protein vacuolar protein sorting-associated protein 39NP_593392.1//guanyl-nucleotide exchange factor, HOPS complex subunit Vam6 (predicted) [Schizosaccharomyces pombe 972h-]putative guanyl-nucleotide exchange factor Vam6 (vam6), mRNA
2539243 NM_001023475.227.56 25.08 9.26 SPCC1919.02GO:1990529//glycosylphosphatidylinositol-mannosyltransferase I complex;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0097502//mannosylation;GO:0006506//GPI anchor biosynthetic process;GO:0016485//protein processing;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0071555//cell wall organizationK07541//phosphatidylinositol glycan, class XNP_588484.1//pig-X (predicted) [Schizosaccharomyces pombe 972h-]putative GPI synthesis protein pig-X (SPCC1919.02), mRNA

NR_151233.1 NR_151233.1 23.97 23.26 10.91 NA GO:0005634//nucleus;GO:0000776//kinetochoreGO:0003723//RNA binding;GO:0003676//nucleic acid bindingNA NA XP_002742509.1//RNA-binding protein, G-patch type [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.851), miscRNA
2538741 NM_001023191.219.5 19.94 11.73 ynd1 GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0045134//uridine-diphosphatase activity;GO:0102491//dGTP phosphohydrolase activity;GO:0005524//ATP binding;GO:0004382//guanosine-diphosphatase activity;GO:0102485//dATP phosphohydrolase activity;GO:0102490//8-oxo-dGTP phosphohydrolase activity;GO:0102486//dCTP phosphohydrolase activity;GO:0003924//GTPase activity;GO:0102488//dTTP phosphohydrolase activity;GO:0047429//nucleoside-triphosphate diphosphatase activity;GO:0036384//cytidine diphosphatase activity;GO:0102487//dUTP phosphohydrolase activity;GO:0102489//GTP phosphohydrolase activity;GO:0043262//adenosine-diphosphatase activity;GO:0016887//ATPase activityGO:0046706//CDP catabolic process;GO:0006486//protein glycosylation;GO:0046712//GDP catabolic process;GO:0006256//UDP catabolic process;GO:0046032//ADP catabolic processK14642 NP_588201.1//nucleoside diphosphatase Ynd1 [Schizosaccharomyces pombe 972h-]nucleoside diphosphatase Ynd1 (ynd1), mRNA
2542874 NM_001019060.125.39 22.59 8.79 SPAC20H4.09GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0006396//RNA processing;GO:0045292//mRNA cis splicing, via spliceosomeK13117//ATP-dependent RNA helicase DDX35 [EC:3.6.4.13]NP_593629.1//ATP-dependent RNA helicase, spliceosomal (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase (SPAC20H4.09), partial mRNA
2543367 NM_001018985.219.69 18.35 8.32 SPAC3H1.10 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046870//cadmium ion binding;GO:0016756//glutathione gamma-glutamylcysteinyltransferase activityGO:0098849//cellular detoxification of cadmium ion;GO:0010273//detoxification of copper ion;GO:0046938//phytochelatin biosynthetic process;GO:0071276//cellular response to cadmium ionK05941//glutathione gamma-glutamylcysteinyltransferase [EC:2.3.2.15]NP_593552.1//phytochelatin synthetase [Schizosaccharomyces pombe 972h-]phytochelatin synthetase (SPAC3H1.10), mRNA
2540309 NM_001021569.231.06 28.17 7.69 yox1 GO:0005634//nucleus;GO:0005739//mitochondrion;GO:0000790//nuclear chromatinGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001078//transcriptional repressor activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0071931//positive regulation of transcription involved in G1/S transition of mitotic cell cycle;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0071930//negative regulation of transcription involved in G1/S transition of mitotic cell cycle;GO:0007131//reciprocal meiotic recombination;GO:0042138//meiotic DNA double-strand break formation;GO:0006351//transcription, DNA-templatedK09323//homeobox protein aristaless-like 3;K12411NP_595674.1//MBF complex negative regulatory component Yox1 [Schizosaccharomyces pombe 972h-]MBF complex negative regulatory component Yox1 (yox1), mRNA
2542857 NM_001020096.227.86 26.52 15.76 apl5 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0030665//clathrin-coated vesicle membrane;GO:0030123//AP-3 adaptor complex;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0003924//GTPase activityGO:1990022//RNA polymerase III complex localization to nucleus;GO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0044376//RNA polymerase II complex import to nucleus;GO:0016192//vesicle-mediated transportK06883//uncharacterized protein;K12396//AP-3 complex subunit deltaNP_594667.2//AP-3 adaptor complex subunit Apl5 (predicted) [Schizosaccharomyces pombe 972h-]putative AP-3 adaptor complex subunit Apl5 (apl5), mRNA
2539020 NM_001022898.223.62 22.37 15.89 smc6 GO:0030915//Smc5-Smc6 complex;GO:0005634//nucleusGO:0005524//ATP binding;GO:0033676//double-stranded DNA-dependent ATPase activityGO:0051321//meiotic cell cycle;GO:0000724//double-strand break repair via homologous recombinationK06669//structural maintenance of chromosome 3 (chondroitin sulfate proteoglycan 6);K06675//structural maintenance of chromosome 4;K12614//ATP-dependent RNA helicase DDX6/DHH1 [EC:3.6.4.13]NP_587906.1//Smc5-6 complex SMC subunit Smc6 [Schizosaccharomyces pombe 972h-]Smc5-6 complex SMC subunit Smc6 (smc6), mRNA
2540856 NM_001022029.231.11 30.77 19.33 pxl1 GO:0031097//medial cortex;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0046872//metal ion bindingGO:1903475//mitotic actomyosin contractile ring assembly;GO:1903471//regulation of mitotic actomyosin contractile ring contraction;GO:0035023//regulation of Rho protein signal transduction;GO:0034260//negative regulation of GTPase activity;GO:1903499//regulation of mitotic actomyosin contractile ring assembly;GO:0035024//negative regulation of Rho protein signal transductionK05760//paxillinNP_596112.1//paxillin-like protein Pxl1 [Schizosaccharomyces pombe 972h-]paxillin-like protein Pxl1 (pxl1), mRNA
2539339 NM_001023516.226.83 26.81 40.15 arz1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosolGO:0005096//GTPase activator activityGO:0030010//establishment of cell polarity;GO:0007264//small GTPase mediated signal transduction;GO:0043547//positive regulation of GTPase activityNA NP_588528.1//armadillo repeat containing, Zfs1 target number 1 [Schizosaccharomyces pombe 972h-]armadillo repeat-containing zfs1 target protein 1 (arz1), mRNA

NR_150421.1 NR_150421.1 18.27 13.57 31.99 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1533), miscRNA
2542619 NM_001019523.223.5 21.03 16.58 tea3 GO:0030428//cell septum;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipNA GO:1902405//mitotic actomyosin contractile ring localization;GO:0061160//regulation of establishment of bipolar cell polarity regulating cell shape;GO:0000917//division septum assemblyK10352//myosin heavy chain;K20361;K09291//nucleoprotein TPRNP_594099.1//cell end marker Tea3 [Schizosaccharomyces pombe 972h-]cell end marker Tea3 (tea3), mRNA
2543117 NM_001018259.220.65 18.6 7.83 mod21 GO:0005634//nucleus;GO:0000930//gamma-tubulin complex;GO:0044732//mitotic spindle pole body;GO:0005874//microtubule;GO:0000923//equatorial microtubule organizing center;GO:0005829//cytosolNA GO:0051415//interphase microtubule nucleation by interphase microtubule organizing center;GO:0000917//division septum assemblyNA NP_592858.2//gamma tubulin complex subunit Mod21 [Schizosaccharomyces pombe 972h-]gamma tubulin complex subunit Mod21 (mod21), mRNA
2541893 NM_001018825.216.99 17.84 8.63 SPAC23H4.13cGO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA K11339//mortality factor 4-like protein 1NP_593393.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC23H4.13c), mRNA
2541585 NM_001020342.226.16 24.15 27.33 man1 GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0034506//chromosome, centromeric core domain;GO:0005635//nuclear envelope;GO:0005639//integral component of nuclear inner membrane;GO:1990707//nuclear subtelomeric heterochromatin;GO:0005789//endoplasmic reticulum membrane;GO:1990421//subtelomeric heterochromatin;GO:0005720//nuclear heterochromatinGO:0005524//ATP binding;GO:0031490//chromatin DNA bindingGO:0070197//meiotic attachment of telomere to nuclear envelope;GO:0006998//nuclear envelope organizationNA NP_594910.1//LEM domain protein Man1, Sad1 interacting factor (predicted) [Schizosaccharomyces pombe 972h-]putative LEM domain-containing protein Man1 (man1), mRNA
2538843 NM_001023226.220.61 22.83 16.92 nup211 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0005622//intracellular;GO:0005737//cytoplasmGO:0005487//nucleocytoplasmic transporter activityGO:0006406//mRNA export from nucleus;GO:0006606//protein import into nucleus;GO:0007094//mitotic spindle assembly checkpointK09291//nucleoprotein TPRNP_588236.1//nucleoporin nup211 [Schizosaccharomyces pombe 972h-]nucleoporin nup211 (nup211), mRNA
2539666 NM_001023799.221.94 20 12.09 eso1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0052858//peptidyl-lysine acetyltransferase activity;GO:0003684//damaged DNA bindingGO:0019985//translesion synthesis;GO:0042276//error-prone translesion synthesis;GO:0070987//error-free translesion synthesis;GO:0006281//DNA repair;GO:0018003//peptidyl-lysine N6-acetylation;GO:0034087//establishment of mitotic sister chromatid cohesion;GO:2000720//positive regulation of maintenance of mitotic sister chromatid cohesion, centromericK03509//DNA polymerase eta [EC:2.7.7.7]NP_596778.1//sister chromatid cohesion protein/DNA polymerase eta Eso1 [Schizosaccharomyces pombe 972h-]sister chromatid cohesion protein/DNA polymerase eta Eso1 (eso1), mRNA

NR_150470.1 NR_150470.1 19.66 17.17 20.53 NA GO:0005634//nucleus;GO:0031298//replication fork protection complex;GO:0005739//mitochondrion;GO:0043596//nuclear replication forkGO:0003677//DNA bindingGO:0033262//regulation of nuclear cell cycle DNA replication;GO:0048478//replication fork protection;GO:0000076//DNA replication checkpoint;GO:0071515//genetic imprinting at mating-type locus;GO:0043111//replication fork arrest;GO:0007049//cell cycle;GO:0006974//cellular response to DNA damage stimulus;GO:0007534//gene conversion at mating-type locusK10998 NP_001018832.1//replication fork protection complex subunit Swi3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1579), miscRNA
2540580 NM_001021587.225.08 26.56 7.67 ran1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0042992//negative regulation of transcription factor import into nucleus;GO:0060240//negative regulation of signal transduction involved in conjugation with cellular fusion;GO:0035556//intracellular signal transduction;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0051447//negative regulation of meiotic cell cycle;GO:0051321//meiotic cell cycle;GO:0010515//negative regulation of induction of conjugation with cellular fusion;GO:1902808//positive regulation of cell cycle G1/S phase transition;GO:0000746//conjugationK18680;K12761//carbon catabolite-derepressing protein kinase [EC:2.7.11.1]NP_595690.1//serine/threonine protein kinase Ran1 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Ran1 (ran1), mRNA
2542566 NM_001019706.227.15 25.31 18.81 SPAC8C9.12cGO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membraneGO:0005381//iron ion transmembrane transporter activityGO:0055085//transmembrane transport;GO:0048250//mitochondrial iron ion transport;GO:0055072//iron ion homeostasis;GO:1990925//mitochondrial iron ion transmembrane transport;GO:0006839//mitochondrial transportK15113//solute carrier family 25 (mitochondrial iron transporter), member 28/37NP_594283.1//mitochondrial iron ion transporter (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial iron ion transporter (SPAC8C9.12c), mRNA
2539319 NM_001023485.218.28 16.19 2.87 SPCC1919.13cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0070042//rRNA (uridine-N3-)-methyltransferase activityGO:0042254//ribosome biogenesis;GO:0070475//rRNA base methylationK19307//25S rRNA (uracil2634-N3)-methyltransferase [EC:2.1.1.313]NP_588495.1//ribosome biogenesis protein (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein (SPCC1919.13c), mRNA
2539244 NM_001022869.219.54 20.35 10.28 asp1 GO:0005856//cytoskeleton;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000828//inositol hexakisphosphate kinase activity;GO:0051537//2 iron, 2 sulfur cluster binding;GO:0005524//ATP binding;GO:0033857//diphosphoinositol-pentakisphosphate kinase activity;GO:0052724//inositol hexakisphosphate 3-kinase activity;GO:0003993//acid phosphatase activity;GO:0052723//inositol hexakisphosphate 1-kinase activity;GO:0000831//inositol hexakisphosphate 6-kinase activity;GO:0046872//metal ion binding;GO:0000832//inositol hexakisphosphate 5-kinase activity;GO:0000830//inositol hexakisphosphate 4-kinase activity;GO:0101011//inositol 1-diphosphate 2,3,4,5,6-pentakisphosphate 1-diphosphatase activity;GO:0000829//inositol heptakisphosphate kinase activity;GO:0101012//inositol 1,5-bisdiphosphate 2,3,4,6-tetrakisphosphate 1-diphosphatase activityGO:0001558//regulation of cell growth;GO:0070507//regulation of microtubule cytoskeleton organization;GO:0051516//regulation of bipolar cell growth;GO:0006020//inositol metabolic process;GO:0032958//inositol phosphate biosynthetic processNA NP_587877.1//inositol hexakisphosphate kinase/inositol pyrophosphate synthase (predicted) [Schizosaccharomyces pombe 972h-]putative inositol hexakisphosphate kinase/inositol pyrophosphate synthase (asp1), mRNA
2542116 NM_001020228.29.48 9.57 30.72 SPAC1B3.15cGO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:1901604//dethiobiotin transmembrane transporter activity;GO:0015295//solute:proton symporter activityGO:0055085//transmembrane transport;GO:1905135//biotin import across plasma membrane;GO:1905136//dethiobiotin import across plasma membraneK03448;K13336//peroxin-3NP_594800.1//vitamin H transporter [Schizosaccharomyces pombe 972h-]vitamin H transporter (SPAC1B3.15c), mRNA
2540864 NM_001021212.220.88 21.68 11.45 ubp10 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0016021//integral component of membraneGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0036459//thiol-dependent ubiquitinyl hydrolase activity;GO:0008270//zinc ion bindingGO:0016579//protein deubiquitination;GO:0000245//spliceosomal complex assembly;GO:0045292//mRNA cis splicing, via spliceosomeK12847//U4/U6.U5 tri-snRNP-associated protein 2NP_595305.1//ubiquitin C-terminal hydrolase Ubp10 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin C-terminal hydrolase Ubp10 (ubp10), mRNA
2541877 NM_001020361.222.93 22.59 12.74 SPAC11E3.05GO:0000329//fungal-type vacuole membrane;GO:0035859//Seh1-associated complexGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0032008//positive regulation of TOR signalingK20409//WD repeat-containing protein 59NP_594930.1//ubiquitin-protein ligase E3 [Schizosaccharomyces pombe 972h-]ubiquitin-protein ligase E3 (SPAC11E3.05), mRNA
2541603 NM_001018269.218.87 19.13 12.21 cdc12 GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0003779//actin binding;GO:0017048//Rho GTPase binding;GO:1990808//F-bar domain bindingGO:0061164//transitional endoplasmic reticulum polarization at cell division site;GO:1903475//mitotic actomyosin contractile ring assembly;GO:1904530//negative regulation of actin filament binding;GO:0030036//actin cytoskeleton organization;GO:2000813//negative regulation of barbed-end actin filament capping;GO:1904670//actin filament polymerization involved in mitotic actomyosin contractile ring assembly;GO:0051764//actin crosslink formation;GO:1902406//mitotic actomyosin contractile ring maintenance;GO:0051016//barbed-end actin filament capping;GO:0045010//actin nucleation;GO:1904498//protein localization to mitotic actomyosin contractile ring;GO:0030838//positive regulation of actin filament polymerization;GO:0030041//actin filament polymerization;GO:1903479//mitotic actomyosin contractile ring assembly actin filament organizationK11238;K17971NP_592869.1//formin Cdc12 [Schizosaccharomyces pombe 972h-]formin Cdc12 (cdc12), mRNA
2539554 NM_001023434.230.7 15.12 24.67 SPCC576.17cGO:0000324//fungal-type vacuole;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0031927//pyridoxamine transmembrane transporter activity;GO:0031928//pyridoxine transmembrane transporter activity;GO:0031925//pyridoxal transmembrane transporter activity;GO:0015234//thiamine transmembrane transporter activity;GO:0005215//transporter activityGO:1903090//pyridoxal transmembrane transport;GO:0055085//transmembrane transport;GO:1903092//pyridoxine transmembrane transport;GO:1903091//pyridoxamine transmembrane transportK08158 NP_588443.1//pyridoxamine/pyridoxine/pyridoxal transmembrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative pyridoxamine/pyridoxine/pyridoxal transmembrane transporter (SPCC576.17c), mRNA
2538706 NM_001023148.336.65 34.62 17.42 ctp1 GO:0035861//site of double-strand break;GO:0005634//nucleusGO:0000405//bubble DNA binding;GO:0042802//identical protein binding;GO:0000014//single-stranded DNA endodeoxyribonuclease activity;GO:0003690//double-stranded DNA binding;GO:0000406//double-strand/single-strand DNA junction binding;GO:0003697//single-stranded DNA binding;GO:0070336//flap-structured DNA binding;GO:0000403//Y-form DNA binding;GO:0004519//endonuclease activityGO:0033314//mitotic DNA replication checkpoint;GO:0000729//DNA double-strand break processing;GO:1990918//double-strand break repair involved in meiotic recombination;GO:1990898//meiotic DNA double-strand break clipping;GO:1990899//meiotic DNA double-strand break resectioning;GO:0000706//meiotic DNA double-strand break processing;GO:0000724//double-strand break repair via homologous recombinationNA NP_588159.2//CtIP-related endonuclease [Schizosaccharomyces pombe 972h-]CtIP family endonuclease (ctp1), mRNA
2540321 NM_001022507.320.52 21.26 10.15 SPBC21C3.07cNA GO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0008168//methyltransferase activity;GO:0016427//tRNA (cytosine) methyltransferase activityGO:0030488//tRNA methylationK17053 NP_596587.2//tRNA (cytosine) methyltransferase [Schizosaccharomyces pombe 972h-]tRNA (cytosine) methyltransferase (SPBC21C3.07c), mRNA
2540405 NM_001021982.310.86 12.65 8.54 mam1 GO:0051286//cell tip;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0090726//cortical dynamic polarity patch;GO:0032153//cell division siteGO:0005524//ATP binding;GO:0042626//ATPase activity, coupled to transmembrane movement of substances;GO:0035673//oligopeptide transmembrane transporter activity;GO:0015421//oligopeptide-transporting ATPase activityGO:0019236//response to pheromone;GO:1990847//peptide pheromone transmembrane export involved in conjugation with cellular fusionK05658//ATP-binding cassette, subfamily B (MDR/TAP), member 1 [EC:3.6.3.44]NP_001018819.2//M-factor transporter Mam1 [Schizosaccharomyces pombe 972h-]M-factor transporter Mam1 (mam1), mRNA
2539359 NM_001355887.121.78 20.3 12.84 SPCC16C4.06cGO:0000172//ribonuclease MRP complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005655//nucleolar ribonuclease P complex;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0016829//lyase activity;GO:0009982//pseudouridine synthase activityGO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0001522//pseudouridine synthesis;GO:1990481//mRNA pseudouridine synthesis;GO:0006364//rRNA processing;GO:0008033//tRNA processing;GO:1905267//endonucleolytic cleavage involved in tRNA processing;GO:0034965//intronic box C/D snoRNA processing;GO:0031119//tRNA pseudouridine synthesis;GO:0000294//nuclear-transcribed mRNA catabolic process, endonucleolytic cleavage-dependent decayK14522;K06173//tRNA pseudouridine38-40 synthase [EC:5.4.99.12]NP_587916.1//tRNA pseudouridine synthase (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA pseudouridine synthase (SPCC16C4.06c), mRNA
2542361 NM_001356180.119.23 21.36 15.88 SPAC1782.12cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004020//adenylylsulfate kinase activityGO:0000103//sulfate assimilation;GO:0070814//hydrogen sulfide biosynthetic process;GO:0019344//cysteine biosynthetic process;GO:0009086//methionine biosynthetic processK00860//adenylylsulfate kinase [EC:2.7.1.25]NP_594718.1//adenylyl-sulfate kinase (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1782.12c), mRNA
2542713 NM_001020420.113.52 12.58 7.46 SPAC29B12.12GO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane spaceGO:0008270//zinc ion bindingGO:0045041//protein import into mitochondrial intermembrane spaceNA NP_594989.1//helper of TIM (predicted) [Schizosaccharomyces pombe 972h-]putative protein TIM chaperone (SPAC29B12.12), partial mRNA
2542755 NM_001018524.221.24 19.81 17.48 mcp1 GO:0055028//cortical microtubule;GO:1990498//mitotic spindle microtubule;GO:0000923//equatorial microtubule organizing center;GO:0035371//microtubule plus-end;GO:0015630//microtubule cytoskeleton;GO:0005881//cytoplasmic microtubule;GO:0099070//static microtubule bundle;GO:1990023//mitotic spindle midzone;GO:0005737//cytoplasmGO:0008017//microtubule bindingGO:0044878//mitotic cytokinesis checkpoint;GO:0000226//microtubule cytoskeleton organization;GO:1903563//microtubule bundle formation involved in horsetail-astral microtubule organization;GO:0051321//meiotic cell cycle;GO:0000910//cytokinesis;GO:0007019//microtubule depolymerization;GO:1903562//microtubule bundle formation involved in mitotic spindle midzone assemblyNA NP_593128.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mcp1 (mcp1), mRNA
2540498 NM_001021551.224.81 25.12 16.86 ask1 GO:0005634//nucleus;GO:0042729//DASH complex;GO:0044732//mitotic spindle pole body;GO:1990941//mitotic spindle kinetochore microtubule;GO:1990537//mitotic spindle polar microtubule;GO:0005880//nuclear microtubule;GO:0000778//condensed nuclear chromosome kinetochore;GO:0005829//cytosolGO:0051010//microtubule plus-end bindingGO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0043622//cortical microtubule organization;GO:0051321//meiotic cell cycle;GO:0051301//cell division;GO:1990758//mitotic sister chromatid biorientation;GO:0008608//attachment of spindle microtubules to kinetochoreK11566 NP_595657.1//DASH complex subunit Ask1 [Schizosaccharomyces pombe 972h-]DASH complex subunit Ask1 (ask1), mRNA

NR_150163.1 NR_150163.1 8.94 9.33 16.47 NA GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasmNA GO:0007165//signal transduction;GO:0009966//regulation of signal transductionK08874//transformation/transcription domain-associated proteinNP_588554.2//SPX/EXS domain protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1294), miscRNA
NR_150226.1 NR_150226.1 45.26 48.73 49.9 NA GO:0005634//nucleus;GO:0005829//cytosolNA GO:0051321//meiotic cell cycleNA NP_595157.1//cell surface glycoprotein (predicted), DUF1773 family protein 1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1351), miscRNA

2540208 NM_001021645.217.45 19 16.46 SPBC9B6.03 GO:0010008//endosome membrane;GO:0000329//fungal-type vacuole membrane;GO:0000324//fungal-type vacuole;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0000285//1-phosphatidylinositol-3-phosphate 5-kinase activity;GO:0061659//ubiquitin-like protein ligase activity;GO:0035091//phosphatidylinositol bindingGO:0042147//retrograde transport, endosome to Golgi;GO:0046854//phosphatidylinositol phosphorylationK00921//1-phosphatidylinositol-3-phosphate 5-kinase [EC:2.7.1.150]NP_595745.1//zf-FYVE type zinc finger protein [Schizosaccharomyces pombe 972h-]zf-FYVE type zinc finger protein (SPBC9B6.03), mRNA
NR_150742.1 NR_150742.1 7.33 6.91 6.22 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.334), miscRNA
NR_150120.1 NR_150120.1 2.44 3.41 3.98 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1255), miscRNA

2542362 NM_001019089.221.93 29.56 5.35 vps66 GO:0005783//endoplasmic reticulum;GO:0005811//lipid droplet;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0016746//transferase activity, transferring acyl groups;GO:0003841//1-acylglycerol-3-phosphate O-acyltransferase activity;GO:0042171//lysophosphatidic acid acyltransferase activityGO:0008152//metabolic process;GO:0019432//triglyceride biosynthetic processNA NP_593657.2//acyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative acyltransferase (vps66), mRNA
2538785 NM_001355881.117.37 15.18 12.33 SPCC1672.01GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0004401//histidinol-phosphatase activity;GO:0043565//sequence-specific DNA binding;GO:0043110//rDNA spacer replication fork barrier binding;GO:0008301//DNA binding, bendingGO:0071170//site-specific DNA replication termination;GO:0007059//chromosome segregation;GO:0000105//histidine biosynthetic process;GO:0031582//replication fork arrest at rDNA repeats;GO:0000728//gene conversion at mating-type locus, DNA double-strand break formationK04486//histidinol-phosphatase (PHP family) [EC:3.1.3.15]NP_587872.3//histidinol-phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative histidinol-phosphatase (SPCC1672.01), mRNA
2539458 NM_001022828.213.82 13.76 32.23 SPCC4G3.03GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosolNA NA NA NP_587835.1//WD40/YVTN repeat-like protein [Schizosaccharomyces pombe 972h-]WD40/YVTN repeat-like protein (SPCC4G3.03), mRNA
2541324 NM_001021725.221.29 21.67 9.5 psf1 GO:0071162//CMG complex;GO:0031261//DNA replication preinitiation complex;GO:0005634//nucleus;GO:0031298//replication fork protection complex;GO:0005829//cytosol;GO:0043596//nuclear replication fork;GO:0000811//GINS complexGO:0043138//3'-5' DNA helicase activityGO:0000727//double-strand break repair via break-induced replication;GO:1902975//mitotic DNA replication initiation;GO:1902983//DNA strand elongation involved in mitotic DNA replicationK10732//GINS complex subunit 1NP_595821.1//GINS complex subunit Psf1 [Schizosaccharomyces pombe 972h-]GINS complex subunit Psf1 (psf1), mRNA
2542224 NM_001356150.1 6.6 5.56 2.31 cda1 GO:0005634//nucleus;GO:0005631//chitosan layer of spore wall;GO:0005829//cytosolGO:0004099//chitin deacetylase activity;GO:0016810//hydrolase activity, acting on carbon-nitrogen (but not peptide) bondsGO:0030476//ascospore wall assembly;GO:0034232//ascospore wall chitin catabolic processK10858//DNA mismatch repair protein PMS2NP_594418.1//chitin deacetylase Cda1 [Schizosaccharomyces pombe 972h-]chitin deacetylase Cda1 (cda1), mRNA
2540541 NM_001021708.220.72 20.89 10.42 top2 GO:0005634//nucleus;GO:0097047//DNA replication termination region;GO:0034506//chromosome, centromeric core domain;GO:0035327//transcriptionally active chromatin;GO:0000795//synaptonemal complex;GO:0000790//nuclear chromatinGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0042802//identical protein binding;GO:0061505//DNA topoisomerase II activity;GO:0003918//DNA topoisomerase type II (ATP-hydrolyzing) activityGO:0051306//mitotic sister chromatid separation;GO:0006333//chromatin assembly or disassembly;GO:0000712//resolution of meiotic recombination intermediates;GO:0097046//replication fork progression beyond termination site;GO:0031055//chromatin remodeling at centromere;GO:0044774//mitotic DNA integrity checkpoint;GO:0006271//DNA strand elongation involved in DNA replication;GO:0007076//mitotic chromosome condensation;GO:0000070//mitotic sister chromatid segregation;GO:0000019//regulation of mitotic recombination;GO:0006325//chromatin organization;GO:0006265//DNA topological changeK03164//DNA topoisomerase II [EC:5.99.1.3]NP_595805.1//DNA topoisomerase II [Schizosaccharomyces pombe 972h-]DNA topoisomerase II (top2), mRNA
2540079 NM_001022473.226.3 26.77 10.34 pex14 GO:1990429//peroxisomal importomer complex;GO:0005777//peroxisome;GO:0005737//cytoplasm;GO:0005778//peroxisomal membraneGO:0005102//receptor bindingGO:0016560//protein import into peroxisome matrix, docking;GO:0016558//protein import into peroxisome matrix;GO:0006625//protein targeting to peroxisomeK13343//peroxin-14NP_596552.1//peroxisomal docking protein Pex14 [Schizosaccharomyces pombe 972h-]protein Pex14 (pex14), mRNA
2539932 NM_001022182.224.76 26.43 19.83 SPBC13E7.07GO:0005634//nucleus;GO:0016593//Cdc73/Paf1 complexGO:0003723//RNA binding;GO:1990269//RNA polymerase II C-terminal domain phosphoserine bindingGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0033696//negative regulation of extent of heterochromatin assembly;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0016570//histone modificationK15177//RNA polymerase-associated protein LEO1;K19898NP_596263.1//RNA polymerase II associated Paf1 complex (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC13E7.07), mRNA
2540280 NM_001022197.224.82 23.99 14.65 SPBC30D10.09cGO:0016020//membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:1990809//endoplasmic reticulum tubular network membrane organizationK17338//receptor expression-enhancing protein 1/2/3/4NP_596276.1//HVA22/TB2/DP1 family protein [Schizosaccharomyces pombe 972h-]HVA22/TB2/DP1 family protein (SPBC30D10.09c), partial mRNA
2540804 NM_001021753.221.69 19.79 16.6 sim4 GO:0000941//condensed nuclear chromosome inner kinetochore;GO:0005634//nucleus;GO:0031511//Mis6-Sim4 complex;GO:0005829//cytosol;GO:0000779//condensed chromosome, centromeric regionNA GO:0000070//mitotic sister chromatid segregation;GO:0051301//cell division;GO:0051382//kinetochore assemblyNA NP_595849.1//kinetochore protein sim4 [Schizosaccharomyces pombe 972h-]kinetochore protein sim4 (sim4), mRNA
2539721 NM_001021300.220.6 20.63 32.36 SPBC146.04 GO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0015035//protein disulfide oxidoreductase activity;GO:0003756//protein disulfide isomerase activity;GO:0016971//flavin-linked sulfhydryl oxidase activity;GO:0050660//flavin adenine dinucleotide binding;GO:0016972//thiol oxidase activityGO:0042026//protein refoldingK17891 NP_595393.1//sulfhydryl oxidase (predicted) [Schizosaccharomyces pombe 972h-]putative sulfhydryl oxidase (SPBC146.04), mRNA
2542803 NM_001018522.127.21 33.81 36.65 SPAC1687.08GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA NA NA NP_593126.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1687.08), partial mRNA
2540532 NM_001022057.217.33 21.81 7.67 gpi15 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000506//glycosylphosphatidylinositol-N-acetylglucosaminyltransferase (GPI-GnT) complexGO:0017176//phosphatidylinositol N-acetylglucosaminyltransferase activityGO:0006506//GPI anchor biosynthetic processK03858//phosphatidylinositol glycan, class HNP_596139.1//pig-H (predicted) [Schizosaccharomyces pombe 972h-]putative pig-H family GPI synthesis protein (gpi15), mRNA
2543669 NM_001019303.255.25 49.3 10.05 SPAC644.05cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0035870//dITP diphosphatase activity;GO:0004170//dUTP diphosphatase activityGO:0046081//dUTP catabolic process;GO:0006226//dUMP biosynthetic process;GO:0046080//dUTP metabolic process;GO:0035863//dITP catabolic processK01520//dUTP pyrophosphatase [EC:3.6.1.23]NP_593873.1//deoxyuridine 5'-triphosphate nucleotidohydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative deoxyuridine 5'-triphosphate nucleotidohydrolase (SPAC644.05c), mRNA
2541176 NM_001022245.2 25 21.34 13.09 SPBC776.08cGO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0032545//CURI complex;GO:0030529//intracellular ribonucleoprotein complex;GO:0034456//UTP-C complexGO:0030515//snoRNA binding;GO:0003723//RNA bindingGO:0042254//ribosome biogenesis;GO:0006409//tRNA export from nucleus;GO:0006364//rRNA processing;GO:0030490//maturation of SSU-rRNAK14544//U3 small nucleolar RNA-associated protein 22NP_596323.1//Nrap (predicted) [Schizosaccharomyces pombe 972h-]putative Nrap domain-containing protein (SPBC776.08c), mRNA
2539446 NM_001022755.126.24 29.91 28.23 SPCC553.12cGO:0016021//integral component of membraneGO:0022857//transmembrane transporter activityNA NA NP_587762.2//transmembrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transmembrane transporter (SPCC553.12c), partial mRNA
2540351 NM_001022358.123.07 23.58 12.48 mug110 GO:0051286//cell tip;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0051321//meiotic cell cycleNA NP_596439.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug110 (mug110), partial mRNA
3361539 NM_001356192.117.66 16.04 5.93 SPAC1952.01GO:0005783//endoplasmic reticulum;GO:0042765//GPI-anchor transamidase complexNA GO:0016255//attachment of GPI anchor to proteinK05293//phosphatidylinositol glycan, class UXP_001713115.1//Pig-U (predicted) [Schizosaccharomyces pombe 972h-]putative Pig-U family GPI transamidase subunit (SPAC1952.01), mRNA
2539694 NM_001021350.223.11 23.27 12.77 cft1 GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005829//cytosol;GO:0005849//mRNA cleavage factor complexGO:0003729//mRNA binding;GO:0003676//nucleic acid bindingGO:0006379//mRNA cleavage;GO:0006378//mRNA polyadenylationK14401//cleavage and polyadenylation specificity factor subunit 1NP_595441.1//cleavage factor one Cft1 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Cft1 (cft1), mRNA
2543534 NM_001019787.219.82 18.85 4.02 dph4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0030544//Hsp70 protein bindingGO:0017183//peptidyl-diphthamide biosynthetic process from peptidyl-histidineK17867//diphthamide biosynthesis protein 4NP_594366.1//diphthamide biosynthesis protein Dph4 (predicted) [Schizosaccharomyces pombe 972h-]putative diphthamide biosynthesis protein Dph4 (dph4), mRNA
2541788 NM_001018827.222.71 21.34 13.75 cnl2 GO:0005634//nucleus;GO:0031511//Mis6-Sim4 complex;GO:0005829//cytosol;GO:0000776//kinetochoreNA GO:0000070//mitotic sister chromatid segregation;GO:0007059//chromosome segregation;GO:0051301//cell divisionK11696 NP_593395.1//centromere localized protein Cnl2 [Schizosaccharomyces pombe 972h-]centromere localized protein Cnl2 (cnl2), mRNA
2540945 NM_001023769.224.46 21.87 12.71 rtt109 GO:0005634//nucleus;GO:0000775//chromosome, centromeric regionGO:0032931//histone acetyltransferase activity (H3-K56 specific)GO:0097043//histone H3-K56 acetylation;GO:0006351//transcription, DNA-templated;GO:0043618//regulation of transcription from RNA polymerase II promoter in response to stress;GO:0006974//cellular response to DNA damage stimulus;GO:0030702//chromatin silencing at centromereK11309 NP_596749.1//RTT109 family histone lysine acetyltransferase [Schizosaccharomyces pombe 972h-]RTT109 family histone lysine acetyltransferase (rtt109), mRNA
2538936 NM_001022849.223.36 18.88 26.21 prp11 GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:1990447//U2 snRNP binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:1990446//U1 snRNP binding;GO:0003676//nucleic acid binding;GO:0016887//ATPase activityGO:0010468//regulation of gene expression;GO:1903241//U2-type prespliceosome assembly;GO:0010501//RNA secondary structure unwinding;GO:0045292//mRNA cis splicing, via spliceosomeK12811//ATP-dependent RNA helicase DDX46/PRP5 [EC:3.6.4.13]NP_587856.1//ATP-dependent RNA helicase Prp11 [Schizosaccharomyces pombe 972h-]ATP-dependent RNA helicase Prp11 (prp11), mRNA

NR_150437.1 NR_150437.1 34.52 31.06 17.25 NA GO:0016020//membrane;GO:0042720//mitochondrial inner membrane peptidase complex;GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0004222//metalloendopeptidase activity;GO:0008236//serine-type peptidase activityGO:0006627//protein processing involved in protein targeting to mitochondrion;GO:0033108//mitochondrial respiratory chain complex assembly;GO:0006465//signal peptide processingK09648//mitochondrial inner membrane protease subunit 2 [EC:3.4.21.-]NP_596133.1//mitochondrial inner membrane peptidase complex catalytic subunit 2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1548), miscRNA
2542994 NM_001018203.237.48 39.6 15.22 SPAC11D3.06GO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0015238//drug transmembrane transporter activity;GO:0015297//antiporter activityGO:0006855//drug transmembrane transportK03327//multidrug resistance protein, MATE familyNP_592803.1//MatE family transporter (predicted) [Schizosaccharomyces pombe 972h-]putative MatE family transporter (SPAC11D3.06), mRNA
2542154 NM_001019156.222.47 20.16 14.8 SPAC17G8.02GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0050263//ribosylpyrimidine nucleosidase activity;GO:0008477//purine nucleosidase activity;GO:0016787//hydrolase activity;GO:0016799//hydrolase activity, hydrolyzing N-glycosyl compounds;GO:0070636//nicotinic acid riboside hydrolase activity;GO:0045437//uridine nucleosidase activity;GO:0070635//nicotinamide riboside hydrolase activityGO:0019358//nicotinate nucleotide salvage;GO:0034356//NAD biosynthesis via nicotinamide riboside salvage pathway;GO:0046135//pyrimidine nucleoside catabolic process;GO:0006152//purine nucleoside catabolic process;GO:0008655//pyrimidine-containing compound salvageK01240 NP_593725.1//uridine ribohydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative uridine ribohydrolase (SPAC17G8.02), mRNA
2543603 NM_001019249.218.94 17.85 11.92 vrs2 GO:0005739//mitochondrionGO:0004832//valine-tRNA ligase activity;GO:0005524//ATP binding;GO:0002161//aminoacyl-tRNA editing activityGO:0032543//mitochondrial translation;GO:0006438//valyl-tRNA aminoacylation;GO:0070185//mitochondrial valyl-tRNA aminoacylationK01873//valyl-tRNA synthetase [EC:6.1.1.9]NP_593819.1//mitochondrial valine-tRNA ligase Vrs2/Vas2 [Schizosaccharomyces pombe 972h-]valine--tRNA (Val) ligase Vrs2/Vas2 (vrs2), mRNA
2543048 NM_001019362.218.39 14.82 12.33 trk1 GO:0051286//cell tip;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0005886//plasma membrane;GO:0032153//cell division siteGO:0015079//potassium ion transmembrane transporter activityGO:0030007//cellular potassium ion homeostasis;GO:0071805//potassium ion transmembrane transport;GO:1990573//potassium ion import across plasma membraneK02209//DNA replication licensing factor MCM5 [EC:3.6.4.12];K03549//KUP system potassium uptake proteinNP_593934.1//potassium ion transporter Trk1 [Schizosaccharomyces pombe 972h-]potassium ion transporter Trk1 (trk1), mRNA
2543147 NM_001020281.217.67 18.83 10.89 och1 GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000136//alpha-1,6-mannosyltransferase complexGO:0000009//alpha-1,6-mannosyltransferase activity;GO:0033164//glycolipid 6-alpha-mannosyltransferase activityGO:0000032//cell wall mannoprotein biosynthetic process;GO:0009101//glycoprotein biosynthetic process;GO:0006491//N-glycan processingK05528 NP_594852.1//alpha-1,6-mannosyltransferase Och1 [Schizosaccharomyces pombe 972h-]alpha-1,6-mannosyltransferase Och1 (och1), mRNA
2541349 NM_001021290.225.68 23.65 15.96 air1 GO:0005634//nucleus;GO:0031499//TRAMP complex;GO:0005730//nucleolusGO:0004652//polynucleotide adenylyltransferase activity;GO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingGO:0071027//nuclear RNA surveillance;GO:0016077//snoRNA catabolic process;GO:0016075//rRNA catabolic process;GO:0016078//tRNA catabolic process;GO:0043630//ncRNA polyadenylation involved in polyadenylation-dependent ncRNA catabolic process;GO:0016076//snRNA catabolic processK12597//protein AIR1/2NP_595383.2//zinc knuckle TRAMP complex subunit Air1 [Schizosaccharomyces pombe 972h-]zinc knuckle TRAMP complex subunit Air1 (air1), mRNA
3361548 NM_001356013.118.67 16.99 24.79 atg6 GO:0034272//phosphatidylinositol 3-kinase complex, class III, type II;GO:0010008//endosome membrane;GO:0000329//fungal-type vacuole membrane;GO:0005737//cytoplasm;GO:0005768//endosome;GO:0034271//phosphatidylinositol 3-kinase complex, class III, type I;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membraneNA GO:0006661//phosphatidylinositol biosynthetic process;GO:0045324//late endosome to vacuole transport;GO:0006995//cellular response to nitrogen starvation;GO:0044804//autophagy of nucleus;GO:0006914//autophagy;GO:0000045//autophagosome assembly;GO:0015031//protein transport;GO:0016236//macroautophagyK08334//beclinXP_001713051.1//beclin family protein, involved in autophagy [Schizosaccharomyces pombe 972h-]beclin family protein (atg6), mRNA

NR_150177.1 NR_150177.1 22.18 27.16 20.8 NA NA NA NA K16261 B5BP45.1//RecName: Full=Uncharacterized amino-acid permease C460.01cintergenic RNA (predicted) (SPNCRNA.1306), miscRNA
2541567 NM_001019895.223.95 23.65 9 SPAC25B8.06cGO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0016829//lyase activity;GO:0004828//serine-tRNA ligase activity;GO:0005524//ATP binding;GO:0009982//pseudouridine synthase activityGO:0031119//tRNA pseudouridine synthesis;GO:0070158//mitochondrial seryl-tRNA aminoacylation;GO:0032543//mitochondrial translation;GO:0097056//selenocysteinyl-tRNA(Sec) biosynthetic process;GO:1990481//mRNA pseudouridine synthesis;GO:0006434//seryl-tRNA aminoacylationK01855//tRNA pseudouridine38/39 synthase [EC:5.4.99.45];K01875//seryl-tRNA synthetase [EC:6.1.1.11]NP_594466.2//mitochondrial serine-tRNA ligase (predicted) [Schizosaccharomyces pombe 972h-]putative serine--tRNA (Ser) ligase (SPAC25B8.06c), mRNA
2541900 NM_001018821.216.23 14.95 6.18 srb10 GO:0016592//mediator complexGO:0008353//RNA polymerase II carboxy-terminal domain kinase activity;GO:0046872//metal ion binding;GO:0004693//cyclin-dependent protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0070816//phosphorylation of RNA polymerase II C-terminal domain;GO:0006351//transcription, DNA-templated;GO:1900387//negative regulation of cell-cell adhesion by negative regulation of transcription from RNA polymerase II promoterK02208//cyclin-dependent kinase 8/11 [EC:2.7.11.22 2.7.11.23]NP_593389.2//cyclin-dependent protein Srb mediator subunit kinase Srb10 [Schizosaccharomyces pombe 972h-]cyclin-dependent protein Srb mediator subunit kinase Srb10 (srb10), partial mRNA
2540798 NM_001022076.225.71 26.61 12.77 mni1 GO:0005829//cytosolNA GO:0000184//nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:1903259//exon-exon junction complex disassemblyK14294//partner of Y14 and magoNP_596157.1//hypothetical protein SPBC19C7.01 [Schizosaccharomyces pombe 972h-]protein mni1 (mni1), mRNA

NR_151173.1 NR_151173.1 25.27 23.83 15.03 NA GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0033062//Rhp55-Rhp57 complex;GO:0005829//cytosol;GO:0033063//Rad51B-Rad51C-Rad51D-XRCC2 complex;GO:0005657//replication forkGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0033170//protein-DNA loading ATPase activity;GO:0003690//double-stranded DNA binding;GO:0000150//recombinase activity;GO:0003697//single-stranded DNA binding;GO:0008094//DNA-dependent ATPase activity;GO:0000400//four-way junction DNA bindingGO:0042148//strand invasion;GO:0010212//response to ionizing radiation;GO:0007131//reciprocal meiotic recombination;GO:0006312//mitotic recombination;GO:0000707//meiotic DNA recombinase assembly;GO:0000724//double-strand break repair via homologous recombination;GO:0000730//DNA recombinase assemblyK10958 NP_593627.1//RecA family ATPase Rhp57 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.796), miscRNA
2540911 NM_001021418.223.23 24.68 11.94 nse5 GO:0030915//Smc5-Smc6 complex;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosolNA GO:0006281//DNA repair;GO:0048478//replication fork protection;GO:0006310//DNA recombination;GO:0006974//cellular response to DNA damage stimulusNA NP_595508.1//Smc5-6 complex non-SMC subunit Nse5 [Schizosaccharomyces pombe 972h-]Smc5-6 complex non-SMC subunit Nse5 (nse5), mRNA
2542348 NM_001020137.221.62 19.33 18.08 saf3 GO:0005684//U2-type spliceosomal complexNA GO:0045292//mRNA cis splicing, via spliceosomeK13110//microfibrillar-associated protein 1NP_594710.1//splicing associated factor Saf3 [Schizosaccharomyces pombe 972h-]splicing-associated factor Saf3 (saf3), mRNA
2541884 NM_001018794.227.39 24.15 18.71 pxa1 GO:0005768//endosome;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0031303//integral component of endosome membrane;GO:0005737//cytoplasmNA GO:0032511//late endosome to vacuole transport via multivesicular body sorting pathway;GO:0007033//vacuole organization;GO:0042147//retrograde transport, endosome to Golgi;GO:0034613//cellular protein localization;GO:0015031//protein transportK17887//sorting nexin-25NP_593362.1//PXA domain protein Pxa1 [Schizosaccharomyces pombe 972h-]PXA domain protein Pxa1 (pxa1), mRNA
2542995 NM_001018898.213.51 13.91 10.58 kha1 GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015386//potassium:proton antiporter activity;GO:0015299//solute:proton antiporter activityGO:0030007//cellular potassium ion homeostasis;GO:0071805//potassium ion transmembrane transportNA NP_593465.2//potassium ion/proton antiporter Kha1 (predicted) [Schizosaccharomyces pombe 972h-]putative potassium ion/proton antiporter Kha1 (kha1), mRNA
2540244 NM_001022039.323.66 24.85 10.21 fbh1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0017117//single-stranded DNA-dependent ATP-dependent DNA helicase complex;GO:0043224//nuclear SCF ubiquitin ligase complexGO:0061630//ubiquitin protein ligase activity;GO:0003677//DNA binding;GO:0003697//single-stranded DNA binding;GO:0005524//ATP binding;GO:0030674//protein binding, bridging;GO:1990518//single-stranded DNA-dependent ATP-dependent 3'-5' DNA helicase activity;GO:0004003//ATP-dependent DNA helicase activityGO:0031146//SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0031297//replication fork processing;GO:0016567//protein ubiquitination;GO:0000018//regulation of DNA recombination;GO:0000724//double-strand break repair via homologous recombination;GO:0006310//DNA recombination;GO:0060542//regulation of strand invasionK10300//F-box protein, helicase, 18 [EC:3.6.4.12]NP_596121.3//DNA helicase I [Schizosaccharomyces pombe 972h-]DNA helicase I (fbh1), mRNA
2538901 NM_001023547.220.47 16.66 24.44 cwf18 GO:0005684//U2-type spliceosomal complex;GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complexNA GO:0045292//mRNA cis splicing, via spliceosomeK12871//coiled-coil domain-containing protein 12NP_588560.1//complexed with Cdc5 protein Cwf18 [Schizosaccharomyces pombe 972h-]protein Cwf18 (cwf18), mRNA
2542906 NM_001019113.221.96 21.99 9.67 trm9 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016300//tRNA (uracil) methyltransferase activity;GO:0008168//methyltransferase activity;GO:0016706//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;GO:0000049//tRNA binding;GO:0008198//ferrous iron bindingGO:0002098//tRNA wobble uridine modification;GO:0030488//tRNA methylationK15444//tRNA (uracil-5-)-methyltransferase TRM9 [EC:2.1.1.229]NP_593681.1//tRNA (uridine) methyltransferase trm9 [Schizosaccharomyces pombe 972h-]tRNA (uridine) methyltransferase trm9 (trm9), mRNA
2542363 NM_001019092.216.64 14.02 5.82 hrp1 GO:0005634//nucleus;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0000790//nuclear chromatin;GO:0034507//chromosome, centromeric outer repeat regionGO:0003677//DNA binding;GO:0036121//double-stranded DNA-dependent ATP-dependent DNA helicase activity;GO:0005524//ATP binding;GO:0017116//single-stranded DNA-dependent ATP-dependent DNA helicase activityGO:0030466//chromatin silencing at silent mating-type cassette;GO:0048096//chromatin-mediated maintenance of transcription;GO:0006369//termination of RNA polymerase II transcription;GO:0035067//negative regulation of histone acetylation;GO:0030702//chromatin silencing at centromere;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0060303//regulation of nucleosome density;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0043044//ATP-dependent chromatin remodelingK11367//chromodomain-helicase-DNA-binding protein 1 [EC:3.6.4.12]NP_593660.1//ATP-dependent DNA helicase Hrp1 [Schizosaccharomyces pombe 972h-]ATP-dependent DNA helicase Hrp1 (hrp1), mRNA
2543660 NM_001019558.219.49 19.84 13.48 SPAPB1E7.08cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK08176//MFS transporter, PHS family, inorganic phosphate transporterNP_594134.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPAPB1E7.08c), mRNA
2542096 NM_001019878.319.27 17.72 5.76 SPAC26H5.02cGO:0005634//nucleusGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0008047//enzyme activator activity;GO:0043142//single-stranded DNA-dependent ATPase activityGO:0033567//DNA replication, Okazaki fragment processing;GO:0006281//DNA repair;GO:0000731//DNA synthesis involved in DNA repair;GO:0000733//DNA strand renaturation;GO:1903461//Okazaki fragment processing involved in mitotic DNA replication;GO:0006282//regulation of DNA repairK07478//putative ATPaseNP_594449.2//DNA replication ATPase (predicted) [Schizosaccharomyces pombe 972h-]putative DNA replication ATPase (SPAC26H5.02c), mRNA
2541112 NM_001021398.219.21 18.28 8.49 pex5 GO:0005829//cytosol;GO:0005777//peroxisome;GO:0005737//cytoplasm;GO:0005778//peroxisomal membraneGO:0005052//peroxisome matrix targeting signal-1 binding;GO:0000268//peroxisome targeting sequence bindingGO:0007031//peroxisome organization;GO:0016560//protein import into peroxisome matrix, docking;GO:0016558//protein import into peroxisome matrixK13342//peroxin-5NP_595487.1//peroxisomal targeting signal receptor Pex5 [Schizosaccharomyces pombe 972h-]peroxisomal targeting signal receptor Pex5 (pex5), mRNA
2542010 NM_001019056.222.38 21.37 7.15 SPAC20H4.05cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0043140//ATP-dependent 3'-5' DNA helicase activity;GO:0043138//3'-5' DNA helicase activity;GO:0004386//helicase activity;GO:0046570//methylthioribulose 1-phosphate dehydratase activityGO:0006281//DNA repair;GO:1903461//Okazaki fragment processing involved in mitotic DNA replication;GO:0019509//L-methionine salvage from methylthioadenosineK08964//methylthioribulose-1-phosphate dehydratase [EC:4.2.1.109];K14635NP_593624.1//ATP-dependent 3' to 5' DNA helicase (predicted) [Schizosaccharomyces pombe 972h-]putative 5'-methylthioribulose-1-phosphate dehydratase (SPAC20H4.05c), mRNA
2539320 NM_001022965.223.96 21.39 11.72 SPCC2H8.04 GO:0005739//mitochondrion;GO:0005737//cytoplasmNA NA NA NP_587974.1//ACN9 family protein [Schizosaccharomyces pombe 972h-]ACN9 family protein (SPCC2H8.04), mRNA
2542849 NM_001020104.229.79 31.36 13.73 klp8 GO:0005634//nucleus;GO:0051286//cell tip;GO:0044732//mitotic spindle pole body;GO:0005874//microtubule;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0071341//medial cortical node;GO:0005871//kinesin complexGO:0005524//ATP binding;GO:0003777//microtubule motor activity;GO:0008017//microtubule binding;GO:0016887//ATPase activityGO:0007018//microtubule-based movementK10392//kinesin family member 1NP_594675.1//kinesin-like protein Klp8 [Schizosaccharomyces pombe 972h-]kinesin-like protein Klp8 (klp8), mRNA
9406966 NM_001355889.123.36 20.49 8.4 SPCC16C4.22GO:0008622//epsilon DNA polymerase complex;GO:0043596//nuclear replication forkGO:0046982//protein heterodimerization activityGO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:1902969//mitotic DNA replicationK03506//DNA polymerase epsilon subunit 4 [EC:2.7.7.7]XP_002788949.1//histone-like transcription factor family (CBF/NF-Y) [Schizosaccharomyces pombe 972h-]histone-like transcription factor family (CBF/NF-Y) (SPCC16C4.22), mRNA
2538881 NM_001023463.218.66 18.55 7 snf22 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0016514//SWI/SNF complex;GO:0000790//nuclear chromatinGO:0042393//histone binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0004003//ATP-dependent DNA helicase activityGO:1900400//regulation of iron ion import by regulation of transcription from RNA polymerase II promoter;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templated;GO:0006366//transcription from RNA polymerase II promoterK11786 NP_588472.2//ATP-dependent DNA helicase Snf22 [Schizosaccharomyces pombe 972h-]ATP-dependent DNA helicase Snf22 (snf22), mRNA
2542055 NM_001019536.220.77 20.28 8.47 mug183 GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0042393//histone bindingGO:0006342//chromatin silencing;GO:0051321//meiotic cell cycle;GO:0006334//nucleosome assemblyNA NP_594112.2//histone chaperone Rtt106-like (predicted) [Schizosaccharomyces pombe 972h-]putative Rtt106-like histone chaperone mug183 (mug183), mRNA
2543062 NM_001018761.121.25 19.91 9.18 SPAC3A12.04cGO:0000172//ribonuclease MRP complex;GO:0005655//nucleolar ribonuclease P complexGO:0003723//RNA binding;GO:0004540//ribonuclease activity;GO:0004526//ribonuclease P activityGO:1905267//endonucleolytic cleavage involved in tRNA processing;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processing;GO:0008033//tRNA processingK03539//ribonuclease P/MRP protein subunit RPP1 [EC:3.1.26.5]NP_593330.1//RNase P and RNase MRP subunit p30 (predicted) [Schizosaccharomyces pombe 972h-]putative RNase P and RNase MRP subunit p30 (SPAC3A12.04c), partial mRNA
2540093 NM_001021166.226.5 27.69 18.86 SPBC115.02cGO:0005739//mitochondrionGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0051603//proteolysis involved in cellular protein catabolic processK18798//peroxisome-assembly ATPase [EC:3.6.4.7]NP_595259.1//AFG1 family mitochondrial ATPase (predicted) [Schizosaccharomyces pombe 972h-]putative AFG1 family ATPase (SPBC115.02c), mRNA
2539613 NM_001355812.117.14 17.25 9.75 SPBC11C11.11cGO:0005759//mitochondrial matrix;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0016787//hydrolase activity;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activityGO:0032042//mitochondrial DNA metabolic process;GO:0010501//RNA secondary structure unwindingK17677//ATP-dependent helicase IRC3 [EC:3.6.4.-]XP_001713145.1//mitochondrial ATP-dependent DNA helicase Irc3 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent DNA helicase Irc3 (SPBC11C11.11c), partial mRNA
2539770 NM_001021122.219.12 19.94 48.72 rlp1 GO:0005634//nucleus;GO:0005829//cytosolGO:0016887//ATPase activityGO:0000725//recombinational repair;GO:0007131//reciprocal meiotic recombination;GO:0006312//mitotic recombination;GO:0000724//double-strand break repair via homologous recombination;GO:0010520//regulation of reciprocal meiotic recombinationNA NP_595215.1//RecA family ATPase Rlp1 [Schizosaccharomyces pombe 972h-]RecA family ATPase Rlp1 (rlp1), mRNA
2542835 NM_001018230.219.73 17.21 8.26 gpi7 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0051377//mannose-ethanolamine phosphotransferase activity;GO:0003824//catalytic activity;GO:0051267//CP2 mannose-ethanolamine phosphotransferase activityGO:0006506//GPI anchor biosynthetic process;GO:0008152//metabolic processK05310//ethanolaminephosphotransferase [EC:2.7.-.-]NP_592829.1//GPI anchor biosynthesis protein Gpi7 (predicted) [Schizosaccharomyces pombe 972h-]putative GPI anchor biosynthesis protein Gpi7 (gpi7), mRNA
2539238 NM_001023520.224.82 25.58 7.44 SPCC1494.07GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005319//lipid transporter activityGO:0030488//tRNA methylationNA NP_588532.1//hypothetical protein SPCC1494.07 [Schizosaccharomyces pombe 972h-]THADA family protein (SPCC1494.07), mRNA
2539529 NM_001023424.219.67 21.7 15.81 SPCC576.06cGO:0005759//mitochondrial matrix;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0005524//ATP binding;GO:0004831//tyrosine-tRNA ligase activityGO:0032543//mitochondrial translation;GO:0043039//tRNA aminoacylation;GO:0006437//tyrosyl-tRNA aminoacylationK01866//tyrosyl-tRNA synthetase [EC:6.1.1.1]NP_588433.1//mitochondrial tyrosine-tRNA ligase (predicted) [Schizosaccharomyces pombe 972h-]putative tyrosine--tRNA (Tyr) ligase (SPCC576.06c), mRNA
2539337 NM_001022980.223.51 18.61 21.91 utp13 GO:0034388//Pwp2p-containing subcomplex of 90S preribosome;GO:0032040//small-subunit processomeGO:0030515//snoRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processing;GO:0030490//maturation of SSU-rRNA;GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14555//U3 small nucleolar RNA-associated protein 13NP_587989.2//U3 snoRNP-associated protein Utp13 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Utp13 (utp13), mRNA
2539759 NM_001022546.219.57 19.47 10.34 gpi16 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0044732//mitotic spindle pole body;GO:0032153//cell division site;GO:0042765//GPI-anchor transamidase complex;GO:0005829//cytosol;GO:0005789//endoplasmic reticulum membraneGO:0003723//RNA bindingGO:0016255//attachment of GPI anchor to proteinK05292//phosphatidylinositol glycan, class TNP_596625.1//pig-T (predicted) [Schizosaccharomyces pombe 972h-]putative pig-T family GPI synthesis protein (gpi16), mRNA
2540355 NM_001021991.226.39 29.69 26.67 pof2 GO:0000151//ubiquitin ligase complex;GO:0005739//mitochondrionGO:0030674//protein binding, bridgingGO:0070647//protein modification by small protein conjugation or removalK03360 NP_596079.1//F-box protein Pof2 [Schizosaccharomyces pombe 972h-]F-box protein Pof2 (pof2), partial mRNA
2541951 NM_001018541.215.06 15.42 9.9 mss1 GO:0005743//mitochondrial inner membrane;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0070899//mitochondrial tRNA wobble uridine modification;GO:0032543//mitochondrial translation;GO:0006400//tRNA modificationK03650//tRNA modification GTPase [EC:3.6.-.-]NP_593144.1//mitochondrial GTPase (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase mss1 (mss1), mRNA

NR_150888.1 NR_150888.1 19.2 22.78 914.02 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.510), miscRNA
2540152 NM_001021928.221.11 20.91 39.42 SPBC12C2.03cGO:0005829//cytosol;GO:0005739//mitochondrionGO:0050660//flavin adenine dinucleotide binding;GO:0030586//[methionine synthase] reductase activity;GO:0016491//oxidoreductase activityGO:0009086//methionine biosynthetic processK00380//sulfite reductase (NADPH) flavoprotein alpha-component [EC:1.8.1.2];K14338NP_596020.1//methionine synthase reductase (predicted) [Schizosaccharomyces pombe 972h-]putative methionine synthase reductase (SPBC12C2.03c), mRNA
2542853 NM_001356175.120.66 19.56 7.87 cog1 GO:0051286//cell tip;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005874//microtubule;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0000139//Golgi membrane;GO:0071341//medial cortical node;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0017119//Golgi transport complex;GO:0005871//kinesin complexGO:0005524//ATP binding;GO:0003777//microtubule motor activity;GO:0008017//microtubule binding;GO:0016887//ATPase activityGO:0007018//microtubule-based movement;GO:0015031//protein transport;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0000301//retrograde transport, vesicle recycling within GolgiK10392//kinesin family member 1NP_594676.1//Golgi transport complex subunit Cog1 (predicted) [Schizosaccharomyces pombe 972h-]putative COG complex subunit Cog1 (cog1), mRNA
2538707 NM_001355952.121.43 24.49 8.72 tmp1 GO:0005643//nuclear pore;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004798//thymidylate kinase activity;GO:0009041//uridylate kinase activity;GO:0005524//ATP binding;GO:0004550//nucleoside diphosphate kinase activityGO:0006406//mRNA export from nucleus;GO:0006233//dTDP biosynthetic process;GO:0006235//dTTP biosynthetic process;GO:0042274//ribosomal small subunit biogenesis;GO:0006611//protein export from nucleus;GO:0006227//dUDP biosynthetic processK00943//dTMP kinase [EC:2.7.4.9]NP_588542.1//thymidylate kinase Tmp1 [Schizosaccharomyces pombe 972h-]thymidylate kinase Tmp1 (tmp1), mRNA
2541444 NM_001019171.217.61 16.6 8.46 SPAC22H10.04GO:0090443//FAR/SIN/STRIPAK complexGO:0004721//phosphoprotein phosphatase activityGO:0005977//glycogen metabolic process;GO:0031030//negative regulation of septation initiation signaling;GO:0061509//asymmetric protein localization to old mitotic spindle pole bodyK17615 XP_002173030.2//protein phosphatase type 2A [Schizosaccharomyces japonicus yFS275]putative protein phosphatase type 2A (SPAC22H10.04), mRNA
2541424 NM_001018501.220.65 21.06 19.86 ies4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0031011//Ino80 complexGO:0003677//DNA bindingGO:0000722//telomere maintenance via recombination;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0060303//regulation of nucleosome density;GO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0043044//ATP-dependent chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0006974//cellular response to DNA damage stimulusNA NP_593104.1//Ino80 complex subunit Ies4 [Schizosaccharomyces pombe 972h-]Ino80 complex subunit Ies4 (ies4), mRNA
2542172 NM_001019661.222.6 23.27 19.81 cns1 GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosolGO:0031072//heat shock protein bindingGO:0006457//protein foldingK02993//small subunit ribosomal protein S7eNP_594238.1//HSP chaperone complex subunit Cns1 (predicted) [Schizosaccharomyces pombe 972h-]putative HSP chaperone complex subunit Cns1 (cns1), mRNA
2541913 NM_001018358.219.85 22.52 21.97 SPAC227.04 GO:0005634//nucleus;GO:0005829//cytosol;GO:0034045//phagophore assembly site membraneGO:0019777//Atg12 transferase activity;GO:0016874//ligase activity;GO:0061651//Atg12 conjugating enzyme activityGO:0006497//protein lipidation;GO:0032446//protein modification by small protein conjugation;GO:0015031//protein transport;GO:0016236//macroautophagyK17888//ubiquitin-like-conjugating enzyme ATG10NP_592958.1//autophagy C terminal domain family protein (predicted) [Schizosaccharomyces pombe 972h-]putative autophagy C terminal domain family protein (SPAC227.04), mRNA
2541201 NM_001022250.217.92 18.27 14.34 cnd1 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0000778//condensed nuclear chromosome kinetochore;GO:0035327//transcriptionally active chromatin;GO:0000799//nuclear condensin complex;GO:0005737//cytoplasmGO:0042393//histone binding;GO:0003697//single-stranded DNA binding;GO:0003682//chromatin binding;GO:0003690//double-stranded DNA binding;GO:0016887//ATPase activityGO:0030466//chromatin silencing at silent mating-type cassette;GO:0010032//meiotic chromosome condensation;GO:0070058//tRNA gene clustering;GO:0007076//mitotic chromosome condensation;GO:1903342//negative regulation of meiotic DNA double-strand break formation;GO:0007130//synaptonemal complex assembly;GO:0043007//maintenance of rDNA;GO:0051304//chromosome separation;GO:0051301//cell division;GO:0051307//meiotic chromosome separationK06677//condensin complex subunit 1NP_596329.1//condensin complex non-SMC subunit Cnd1 [Schizosaccharomyces pombe 972h-]condensin complex non-SMC subunit Cnd1 (cnd1), mRNA
2539707 NM_001021932.325.12 26.29 51.27 rga5 GO:0016020//membrane;GO:0051286//cell tip;GO:0031097//medial cortexGO:0005096//GTPase activator activityGO:0007165//signal transduction;GO:0008360//regulation of cell shape;GO:0090334//regulation of cell wall (1->3)-beta-D-glucan biosynthetic processK19845 NP_596024.2//Rho-type GTPase activating protein Rga5 [Schizosaccharomyces pombe 972h-]Rho-type GTPase-activating protein Rga5 (rga5), mRNA
2542311 NM_001019470.216.15 14.01 10.47 dad1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0042729//DASH complex;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0000779//condensed chromosome, centromeric region;GO:0000776//kinetochore;GO:0005876//spindle microtubuleNA GO:0030472//mitotic spindle organization in nucleus;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0051301//cell division;GO:1990758//mitotic sister chromatid biorientationK11553 NP_594045.2//DASH complex subunit Dad1 [Schizosaccharomyces pombe 972h-]DASH complex subunit Dad1 (dad1), mRNA
2542579 NM_001019477.226.16 22.84 10.55 SPAC589.05cGO:0005829//cytosolGO:0008477//purine nucleosidase activityGO:0101030//tRNA-guanine transglycosylationNA NP_594053.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC589.05c), mRNA
2542132 NM_001356193.120.61 20.91 11.68 rga9 GO:0012505//endomembrane system;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0090630//activation of GTPase activity;GO:0007165//signal transduction;GO:0007059//chromosome segregation;GO:0016192//vesicle-mediated transport;GO:0006886//intracellular protein transport;GO:0042138//meiotic DNA double-strand break formation;GO:0007131//reciprocal meiotic recombination;GO:0007264//small GTPase mediated signal transduction;GO:0031338//regulation of vesicle fusionNA NP_594818.2//RhoGAP, GTPase activator towards Rho/Rac/Cdc42-like small GTPases (predicted) [Schizosaccharomyces pombe 972h-]putative RhoGAP family GTPase-activator protein (rga9), mRNA

NR_150155.1 NR_150155.1 4.41 2.67 12.86 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1287), miscRNA
2543083 NM_001018323.222.45 22.18 13.84 SPAC31A2.10GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0030695//GTPase regulator activityGO:0007264//small GTPase mediated signal transductionNA NP_592922.1//Ran GTPase binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative Ran GTPase binding protein (SPAC31A2.10), mRNA
2540236 NM_001022047.223.03 24.55 11.97 rrn7 GO:0005634//nucleus;GO:0070860//RNA polymerase I core factor complex;GO:0005829//cytosol;GO:0005668//RNA polymerase transcription factor SL1 complex;GO:0000120//RNA polymerase I transcription factor complexGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001164//RNA polymerase I CORE element sequence-specific DNA binding;GO:0046872//metal ion binding;GO:0001187//transcription factor activity, RNA polymerase I CORE element binding transcription factor recruitingGO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006360//transcription from RNA polymerase I promoterK15219 NP_596129.1//RNA polymerase I upstream activation factor complex subunit Rrn7 [Schizosaccharomyces pombe 972h-]RNA polymerase I upstream activation factor complex subunit Rrn7 (rrn7), mRNA

14218019 NM_001355959.1 0.6 3.52 134.84 SPAC977.18 GO:0031965//nuclear membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasmNA NA NA XP_004001759.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC977.18), mRNA
2541303 NM_001021494.221.19 18.58 14.48 SPBP22H7.02cGO:0005634//nucleus;GO:0030686//90S preribosome;GO:0005730//nucleolusGO:0003723//RNA binding;GO:0042134//rRNA primary transcript bindingGO:0000472//endonucleolytic cleavage to generate mature 5'-end of SSU-rRNA from (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0034462//small-subunit processome assembly;GO:0006364//rRNA processing;GO:0000480//endonucleolytic cleavage in 5'-ETS of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14787//multiple RNA-binding domain-containing protein 1NP_595599.1//RNA-binding protein Mrd1 (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein Mrd1 (SPBP22H7.02c), mRNA
2543617 NM_001356069.119.7 17.16 9.23 SPAC4A8.10 GO:0005811//lipid droplet;GO:0005829//cytosolGO:0047372//acylglycerol lipase activityGO:0044242//cellular lipid catabolic process;GO:0044255//cellular lipid metabolic processK13172//serine/arginine repetitive matrix protein 2NP_593822.2//lipase (predicted) [Schizosaccharomyces pombe 972h-]putative lipase (SPAC4A8.10), mRNA
3361455 NM_001356178.120.98 21.91 9.85 ecm29 GO:0005634//nucleus;GO:0000502//proteasome complex;GO:0043234//protein complex;GO:0005829//cytosolGO:0032947//protein complex scaffold activityGO:0043248//proteasome assemblyK11886//proteasome component ECM29XP_001713110.1//proteasome component Ecm29 [Schizosaccharomyces pombe 972h-]proteasome component Ecm29 (ecm29), mRNA
2541828 NM_001018514.215.39 17.18 8.38 SPAC22H12.05cGO:0000329//fungal-type vacuole membrane;GO:0005615//extracellular space;GO:0016021//integral component of membraneNA GO:0015031//protein transport;GO:0016236//macroautophagyK15109//solute carrier family 25 (mitochondrial carnitine/acylcarnitine transporter), member 20/29NP_593117.1//fasciclin domain protein [Schizosaccharomyces pombe 972h-]fasciclin domain protein (SPAC22H12.05c), mRNA
2539810 NM_001021051.212.95 9.01 102.41 SPBC1271.07cGO:0005634//nucleus;GO:0005829//cytosolGO:0008080//N-acetyltransferase activityNA K19001//ATP-dependent DNA helicaseNP_595143.1//N-acetyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative N-acetyltransferase (SPBC1271.07c), mRNA
2543450 NM_001018977.223.45 20.68 7.86 SPAC3H1.02cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004222//metalloendopeptidase activity;GO:0003824//catalytic activityGO:0006508//proteolysis;GO:0035694//mitochondrial protein catabolic processK06972//presequence protease [EC:3.4.24.-]NP_593544.1//metallopeptidase (predicted) [Schizosaccharomyces pombe 972h-]putative metallopeptidase (SPAC3H1.02c), mRNA
2540921 NM_001021318.224.78 22.75 53.34 SPBC337.10cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005737//cytoplasmGO:0009055//electron transfer activity;GO:0046872//metal ion binding;GO:0051537//2 iron, 2 sulfur cluster bindingGO:0016226//iron-sulfur cluster assembly;GO:0043066//negative regulation of apoptotic process;GO:0010421//hydrogen peroxide-mediated programmed cell death;GO:0006915//apoptotic processNA NP_595411.1//anamorsin family protein, involved in iron-sulfur cluster assembly (predicted) [Schizosaccharomyces pombe 972h-]putative anamorsin family protein (SPBC337.10c), mRNA

NR_150497.1 NR_150497.1 18.06 11.85 2.62 NA GO:0030998//linear element;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0061659//ubiquitin-like protein ligase activityGO:0007131//reciprocal meiotic recombinationNA SNX88813.1//Hop1 (splice variant 2) [Schizosaccharomyces pombe]antisense RNA (predicted) (SPNCRNA.1602), miscRNA
2542127 NM_001020243.218.07 15.04 13.04 csn71 GO:0005634//nucleus;GO:0005829//cytosol;GO:0008180//COP9 signalosomeNA GO:0000338//protein deneddylationNA NP_594814.1//COP9/signalosome complex subunit 7a (predicted) [Schizosaccharomyces pombe 972h-]putative COP9/signalosome complex subunit 7a (csn71), mRNA
3361506 NM_001019163.215.81 16.33 5.88 shg1 GO:0048188//Set1C/COMPASS complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinNA GO:0051568//histone H3-K4 methylation;GO:0070869//heterochromatin assembly involved in chromatin silencingNA NP_001018248.2//Set1C complex subunit Shg1 [Schizosaccharomyces pombe 972h-]Set1C complex subunit Shg1 (shg1), mRNA
2541094 NM_001021416.218.76 16.77 20.33 rpc1 GO:0005666//DNA-directed RNA polymerase III complex;GO:0005737//cytoplasmGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0001056//RNA polymerase III activityGO:0042797//tRNA transcription from RNA polymerase III promoter;GO:0006383//transcription from RNA polymerase III promoterK03018//DNA-directed RNA polymerase III subunit RPC1 [EC:2.7.7.6]NP_595506.1//DNA-directed RNA polymerase III complex large subunit Rpc1 (predicted) [Schizosaccharomyces pombe 972h-]putative DNA-directed RNA polymerase III complex large subunit Rpc1 (rpc1), mRNA
2541230 NM_001022397.229.97 26.23 14.87 noc3 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030691//Noc2p-Noc3p complexGO:0003682//chromatin bindingGO:0006364//rRNA processingK14834//nucleolar complex protein 3NP_596477.1//Noc2p-Noc3p complex subunit Noc3 (predicted) [Schizosaccharomyces pombe 972h-]putative Noc2p-Noc3p complex subunit Noc3 (noc3), mRNA
2541223 NM_001021160.122.5 19.64 12.59 SPBC839.14cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016279//protein-lysine N-methyltransferase activityGO:0018026//peptidyl-lysine monomethylation;GO:0006810//transport;GO:0018027//peptidyl-lysine dimethylation;GO:2000765//regulation of cytoplasmic translation;GO:0016192//vesicle-mediated transportNA NP_595254.1//methyltransferase involved in endocytosis (predicted) [Schizosaccharomyces pombe 972h-]putative methyltransferase (SPBC839.14c), partial mRNA
2539280 NM_001355861.117.91 16.58 4.36 pcm1 GO:0005634//nucleus;GO:0005845//mRNA cap binding complex;GO:0005829//cytosol;GO:0070693//P-TEFb-cap methyltransferase complex;GO:0016591//DNA-directed RNA polymerase II, holoenzyme;GO:0032153//cell division siteGO:0003723//RNA binding;GO:0004482//mRNA (guanine-N7-)-methyltransferase activityGO:0001510//RNA methylation;GO:0006370//7-methylguanosine mRNA cappingK00565//mRNA (guanine-N7-)-methyltransferase [EC:2.1.1.56]NP_587710.2//P-TEFb-cap methyltransferase Pcm1 [Schizosaccharomyces pombe 972h-]P-TEFb-cap methyltransferase Pcm1 (pcm1), partial mRNA
2542508 NM_001019022.226.02 26.06 9.08 SPAC607.02cGO:0005634//nucleus;GO:0005730//nucleolusNA NA K06671//cohesin complex subunit SA-1/2NP_593591.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC607.02c), mRNA
2543348 NM_001019495.217.36 15.84 23.93 scn1 GO:0005634//nucleus;GO:0005829//cytosolGO:0016788//hydrolase activity, acting on ester bondsNA NA BAA06631.1//scn1+ [Schizosaccharomyces pombe]TatD DNase family Scn1 (scn1), mRNA
2543443 NM_001018987.215.93 14.82 11.07 snt2 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0048189//Lid2 complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0005773//vacuole;GO:0005794//Golgi apparatusGO:0046872//metal ion binding;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0003682//chromatin binding;GO:0008270//zinc ion bindingGO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0006624//vacuolar protein processing;GO:0035556//intracellular signal transduction;GO:0032889//regulation of vacuole fusion, non-autophagicK08856//serine/threonine kinase 16 [EC:2.7.11.1]NP_593554.1//Lid2 complex subunit Snt2 [Schizosaccharomyces pombe 972h-]Lid2 complex subunit Snt2 (snt2), mRNA

NR_151214.1 NR_151214.1 24.85 23.19 36.1 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membrane;GO:0005737//cytoplasmNA GO:0030435//sporulation resulting in formation of a cellular spore;GO:0070647//protein modification by small protein conjugation or removal;GO:0051321//meiotic cell cycle;GO:0015031//protein transport;GO:0000045//autophagosome assembly;GO:0016236//macroautophagyK19730//autophagy-related protein 101NP_593808.1//ubiquitin-fold modifier-specific protease (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.833), miscRNA
2539766 NM_001021487.218.25 17.91 10.91 aim22 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0004536//deoxyribonuclease activity;GO:0016979//lipoate-protein ligase activity;GO:0008296//3'-5'-exodeoxyribonuclease activity;GO:0016874//ligase activityGO:0006308//DNA catabolic process;GO:0009249//protein lipoylation;GO:0006309//apoptotic DNA fragmentationK03424//TatD DNase family protein [EC:3.1.21.-];K03800NP_595591.1//lipoate-protein ligase A (predicted) [Schizosaccharomyces pombe 972h-]putative lipoate-protein ligase A (aim22), mRNA
2542405 NM_001019205.216.81 19.55 10.33 phx1 GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0043565//sequence-specific DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:2001172//positive regulation of glycolytic fermentation to ethanol;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK02646 NP_593776.1//homeobox transcription factor Phx1 [Schizosaccharomyces pombe 972h-]homeobox transcription factor Phx1 (phx1), mRNA
2538853 NM_001023404.220.12 16.57 6.55 set5 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0016279//protein-lysine N-methyltransferase activity;GO:0018024//histone-lysine N-methyltransferase activityGO:0034968//histone lysine methylationK07117//uncharacterized protein;K11426//SET and MYND domain-containing proteinNP_588413.1//histone lysine methyltransferase Set5 (predicted) [Schizosaccharomyces pombe 972h-]putative histone lysine methyltransferase Set5 (set5), mRNA
2539358 NM_001022908.253.79 59.68 44.55 scw1 GO:0005737//cytoplasmGO:0003723//RNA bindingGO:0032995//regulation of fungal-type cell wall biogenesisK19849;K19719//collagen, type II, alphaNP_587917.1//RNA-binding protein Scw1 [Schizosaccharomyces pombe 972h-]RNA-binding protein Scw1 (scw1), partial mRNA
2541915 NM_001018974.221.08 20.09 12.63 oma1 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0004222//metalloendopeptidase activityGO:0031929//TOR signaling;GO:0035694//mitochondrial protein catabolic process;GO:0006515//protein quality control for misfolded or incompletely synthesized proteinsK09500//T-complex protein 1 subunit thetaNP_593540.1//metallopeptidase Oma1 (predicted) [Schizosaccharomyces pombe 972h-]putative metallopeptidase Oma1 (oma1), mRNA
2542378 NM_001019344.222.09 21.63 9.08 nup132 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0005635//nuclear envelope;GO:0034399//nuclear periphery;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0031080//nuclear pore outer ringGO:0046872//metal ion binding;GO:0005487//nucleocytoplasmic transporter activity;GO:0008175//tRNA methyltransferase activity;GO:0106050//tRNA 2'-O-methyltransferase activity;GO:0017056//structural constituent of nuclear poreGO:0031081//nuclear pore distribution;GO:0000972//transcription-dependent tethering of RNA polymerase II gene DNA at nuclear periphery;GO:0006355//regulation of transcription, DNA-templated;GO:0030488//tRNA methylation;GO:0090234//regulation of kinetochore assembly;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0006325//chromatin organization;GO:0006606//protein import into nucleusK15446//tRNA:m4X modification enzyme [EC:2.1.1.225];K14300//nuclear pore complex protein Nup133NP_593915.1//nucleoporin Nup132 [Schizosaccharomyces pombe 972h-]nucleoporin Nup132 (nup132), mRNA

NR_149943.1 NR_149943.1 19.5 17.35 7.48 NA NA NA NA NA XP_004001736.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1096), miscRNA
2538850 NM_001023216.217.15 16.98 16.53 sec1 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0032153//cell division site;GO:0005628//prospore membraneGO:0000149//SNARE bindingGO:0006906//vesicle fusion;GO:0006904//vesicle docking involved in exocytosis;GO:0015031//protein transportK15292//syntaxin-binding protein 1;K10739//replication factor A2NP_588226.1//SNARE binding protein Sec1 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE-binding protein Sec1 (sec1), mRNA
2542678 NM_001020416.214.24 12.54 10.26 sec16 GO:0030127//COPII vesicle coat;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membraneNA GO:0006886//intracellular protein transport;GO:0006901//vesicle coating;GO:0048208//COPII vesicle coating;GO:0006914//autophagy;GO:0015031//protein transport;GO:0016192//vesicle-mediated transportK20353//COPII coat assembly protein SEC16NP_594985.1//multidomain vesicle coat component Sec16 (predicted) [Schizosaccharomyces pombe 972h-]putative multidomain vesicle coat component Sec16 (sec16), mRNA
2543278 NM_001019844.222.25 20.69 8.1 prp12 GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005686//U2 snRNPGO:0030620//U2 snRNA binding;GO:0003723//RNA binding;GO:0003676//nucleic acid bindingGO:0000245//spliceosomal complex assembly;GO:0045292//mRNA cis splicing, via spliceosomeK12830//splicing factor 3B subunit 3NP_594414.1//U2 snRNP-associated protein Sap130 (predicted) [Schizosaccharomyces pombe 972h-]putative U2 snRNP-associated protein Sap130 (prp12), mRNA
2542119 NM_001020116.218.24 17.07 17.29 mak1 GO:0051286//cell tip;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0000155//phosphorelay sensor kinase activity;GO:0005524//ATP bindingGO:0000160//phosphorelay signal transduction system;GO:0006355//regulation of transcription, DNA-templated;GO:0034599//cellular response to oxidative stressK19691 NP_594687.1//histidine kinase Mak1 [Schizosaccharomyces pombe 972h-]histidine kinase Mak1 (mak1), mRNA
2540887 NM_001022032.221.39 21.33 7.76 swi10 GO:0035861//site of double-strand break;GO:0000110//nucleotide-excision repair factor 1 complex;GO:0005634//nucleus;GO:0070522//ERCC4-ERCC1 complex;GO:0005829//cytosolGO:0003697//single-stranded DNA binding;GO:0031593//polyubiquitin modification-dependent protein binding;GO:0003684//damaged DNA binding;GO:0000014//single-stranded DNA endodeoxyribonuclease activity;GO:0004519//endonuclease activityGO:0000710//meiotic mismatch repair;GO:0007533//mating type switching;GO:0000736//double-strand break repair via single-strand annealing, removal of nonhomologous ends;GO:0006296//nucleotide-excision repair, DNA incision, 5'-to lesion;GO:0070914//UV-damage excision repair;GO:0007534//gene conversion at mating-type locusK10849//DNA excision repair protein ERCC-1NP_596115.1//DNA repair endonuclease Swi10 [Schizosaccharomyces pombe 972h-]DNA repair endonuclease Swi10 (swi10), mRNA
3361154 NM_001023540.310.31 9.01 6.65 SPCC1827.07cGO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasmNA GO:0007165//signal transduction;GO:0009966//regulation of signal transductionK08874//transformation/transcription domain-associated protein;K06653;K14430NP_588554.2//SPX/EXS domain protein (predicted) [Schizosaccharomyces pombe 972h-]putative SPX/EXS domain-containing protein (SPCC1827.07c), mRNA
3361561 NM_001356200.121.37 20.25 19.27 swr1 GO:0000812//Swr1 complex;GO:0005634//nucleus;GO:0005829//cytosolGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0005198//structural molecule activity;GO:0004386//helicase activity;GO:0004003//ATP-dependent DNA helicase activityGO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016569//covalent chromatin modification;GO:0043486//histone exchange;GO:0006351//transcription, DNA-templatedK11681 XP_001713118.1//SNF2 family helicase Swr1 [Schizosaccharomyces pombe 972h-]SNF2 family helicase Swr1 (swr1), mRNA
2540379 NM_001021444.319.43 19.23 7.4 mmm1 GO:0005783//endoplasmic reticulum;GO:0032865//ERMES complex;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0008289//lipid bindingGO:1990456//mitochondrion-endoplasmic reticulum membrane tethering;GO:0045040//protein import into mitochondrial outer membrane;GO:0015914//phospholipid transport;GO:0070096//mitochondrial outer membrane translocase complex assembly;GO:0000002//mitochondrial genome maintenance;GO:0007005//mitochondrion organizationK17764;K18416//3'-5' exoribonuclease 1 [EC:3.1.-.-]NP_595534.3//Mdm10/Mdm12/Mmm1 complex subunit Mmm1 (predicted) [Schizosaccharomyces pombe 972h-]putative Mdm10/Mdm12/Mmm1 complex subunit Mmm1 (mmm1), mRNA
2539600 NM_001023543.219.83 23.71 23.01 mug170 GO:0005634//nucleus;GO:0051286//cell tip;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0005509//calcium ion bindingGO:0051321//meiotic cell cycleNA NP_588556.1//arrestin [Schizosaccharomyces pombe 972h-]arrestin (mug170), partial mRNA
2540285 NM_001021654.18.78 9.44 5.42 apc13 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005680//anaphase-promoting complexNA GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0051301//cell division;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0007049//cell cycleNA NP_595754.1//anaphase-promoting complex subunit Apc13 [Schizosaccharomyces pombe 972h-]anaphase-promoting complex subunit Apc13 (apc13), partial mRNA
2541236 NM_001022405.216.32 19.37 16.76 pus2 GO:0005634//nucleusGO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0009982//pseudouridine synthase activityGO:0031119//tRNA pseudouridine synthesis;GO:0001522//pseudouridine synthesis;GO:1990481//mRNA pseudouridine synthesis;GO:0008033//tRNA processingK06173//tRNA pseudouridine38-40 synthase [EC:5.4.99.12]NP_596485.1//tRNA pseudouridine synthase Pus2 (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA pseudouridine synthase Pus2 (pus2), mRNA
2542364 NM_001019088.226.73 24.4 19.56 SPAC1783.01GO:0005829//cytosol;GO:0005739//mitochondrionGO:0050660//flavin adenine dinucleotide binding;GO:0030586//[methionine synthase] reductase activity;GO:0016491//oxidoreductase activityGO:0009086//methionine biosynthetic processK00327//NADPH-ferrihemoprotein reductase [EC:1.6.2.4]NP_593656.1//methionine synthase reductase (predicted) [Schizosaccharomyces pombe 972h-]putative methionine synthase reductase (SPAC1783.01), mRNA
2541135 NM_001355901.120.44 17.76 5.81 SPBC839.03cGO:0005634//nucleus;GO:0000151//ubiquitin ligase complex;GO:0005829//cytosolGO:0032182//ubiquitin-like protein binding;GO:0097602//cullin family protein binding;GO:0031624//ubiquitin conjugating enzyme bindingGO:0045116//protein neddylation;GO:0051443//positive regulation of ubiquitin-protein transferase activityK17822//DCN1-like protein 1/2NP_595243.1//neddylation protein Dcn1 (predicted) [Schizosaccharomyces pombe 972h-]putative neddylation protein Dcn1 (SPBC839.03c), mRNA
2541849 NM_001018749.225.34 23.27 11.68 cdc17 GO:0005634//nucleus;GO:0005739//mitochondrion;GO:0043596//nuclear replication forkGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0003909//DNA ligase activity;GO:0003910//DNA ligase (ATP) activityGO:0006281//DNA repair;GO:0006284//base-excision repair;GO:0006266//DNA ligation;GO:1903461//Okazaki fragment processing involved in mitotic DNA replication;GO:0006289//nucleotide-excision repair;GO:0071897//DNA biosynthetic process;GO:0051301//cell division;GO:0051103//DNA ligation involved in DNA repair;GO:0006310//DNA recombination;GO:0035753//maintenance of DNA trinucleotide repeatsK10747//DNA ligase 1 [EC:6.5.1.1 6.5.1.6 6.5.1.7]NP_593318.2//ATP-dependent DNA ligase Cdc17 [Schizosaccharomyces pombe 972h-]ATP-dependent DNA ligase Cdc17 (cdc17), mRNA
2539323 NM_001022929.218.86 18.12 9.65 SPCC18B5.08cGO:0005759//mitochondrial matrix;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0002161//aminoacyl-tRNA editing activity;GO:0000049//tRNA binding;GO:0004822//isoleucine-tRNA ligase activityGO:0032543//mitochondrial translation;GO:0006428//isoleucyl-tRNA aminoacylationK01870//isoleucyl-tRNA synthetase [EC:6.1.1.5]NP_587938.1//mitochondrial isoleucine-tRNA ligase (predicted) [Schizosaccharomyces pombe 972h-]putative isoleucine--tRNA (Ile) ligase (SPCC18B5.08c), mRNA
2540167 NM_001020966.217.09 14.34 18.71 SPBC1683.04GO:0005829//cytosolGO:0008422//beta-glucosidase activity;GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0102483//scopolin beta-glucosidase activityGO:0030245//cellulose catabolic process;GO:0005975//carbohydrate metabolic process;GO:0044275//cellular carbohydrate catabolic processK05349//beta-glucosidase [EC:3.2.1.21]NP_595060.1//glycosyl hydrolase family 3 (predicted) [Schizosaccharomyces pombe 972h-]putative glycosyl hydrolase family 3 (SPBC1683.04), mRNA
2542419 NM_001019675.213.77 12.93 8.52 SPAC17G6.05cGO:0005768//endosome;GO:0005737//cytoplasmNA GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0007034//vacuolar transportK12200//programmed cell death 6-interacting proteinNP_594252.1//vacuolar protein-sorting protein [Schizosaccharomyces pombe 972h-]vacuolar protein-sorting protein (SPAC17G6.05c), mRNA

NR_150130.1 NR_150130.1 22.96 24.4 16.64 NA GO:0043564//Ku70:Ku80 complex;GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0000784//nuclear chromosome, telomeric region;GO:1990421//subtelomeric heterochromatinGO:0042162//telomeric DNA binding;GO:0003684//damaged DNA binding;GO:0005524//ATP binding;GO:0004003//ATP-dependent DNA helicase activityGO:0006303//double-strand break repair via nonhomologous end joining;GO:0006310//DNA recombination;GO:0000723//telomere maintenance;GO:0032208//negative regulation of telomere maintenance via recombinationK10884//ATP-dependent DNA helicase 2 subunit 1NP_588445.1//Ku domain protein Pku70 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1264), miscRNA
2540821 NM_001021011.218.34 22.68 2.49 clr3 GO:0033553//rDNA heterochromatin;GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0031934//mating-type region heterochromatin;GO:0030874//nucleolar chromatin;GO:0000790//nuclear chromatin;GO:1990707//nuclear subtelomeric heterochromatin;GO:0070824//SHREC complex;GO:0031618//nuclear pericentric heterochromatinGO:0004407//histone deacetylase activity;GO:0031078//histone deacetylase activity (H3-K14 specific);GO:0032041//NAD-dependent histone deacetylase activity (H3-K14 specific)GO:0030466//chromatin silencing at silent mating-type cassette;GO:0006351//transcription, DNA-templated;GO:0035391//maintenance of chromatin silencing at silent mating-type cassette;GO:0006348//chromatin silencing at telomere;GO:0016584//nucleosome positioning;GO:0030702//chromatin silencing at centromere;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0000183//chromatin silencing at rDNA;GO:0016575//histone deacetylationK11407//histone deacetylase 6 [EC:3.5.1.98]NP_595104.1//histone deacetylase (class II) Clr3 [Schizosaccharomyces pombe 972h-]class 2 histone deacetylase Clr3 (clr3), mRNA
2542071 NM_001019879.217.61 17.38 5.55 pcf2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000775//chromosome, centromeric region;GO:0043596//nuclear replication fork;GO:0033186//CAF-1 complexGO:0042393//histone bindingGO:0006335//DNA replication-dependent nucleosome assembly;GO:0070829//heterochromatin maintenance;GO:0006338//chromatin remodeling;GO:0006334//nucleosome assembly;GO:1990426//mitotic recombination-dependent replication fork processingK10751//chromatin assembly factor 1 subunit BNP_594450.1//CAF assembly factor (CAF-1) complex subunit B, Pcf2 [Schizosaccharomyces pombe 972h-]CAF assembly factor complex subunit B Pcf2 (pcf2), mRNA

NR_150396.1 NR_150396.1 50.83 28.21 31.04 NA GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0008023//transcription elongation factor complex;GO:0005730//nucleolus;GO:0000775//chromosome, centromeric regionGO:0003746//translation elongation factor activityGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006348//chromatin silencing at telomere;GO:0030702//chromatin silencing at centromereK17498//transcription factor SPN1NP_595982.1//transcription elongation factor complex subunit Iws1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1508), miscRNA
2542198 NM_001356008.119.48 20.8 24.93 rdp1 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0031934//mating-type region heterochromatin;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0031380//nuclear RNA-directed RNA polymerase complex;GO:1990707//nuclear subtelomeric heterochromatin;GO:0005829//cytosol;GO:0031618//nuclear pericentric heterochromatin;GO:0034507//chromosome, centromeric outer repeat regionGO:0003723//RNA binding;GO:0003968//RNA-directed 5'-3' RNA polymerase activityGO:0045141//meiotic telomere clustering;GO:0031048//chromatin silencing by small RNA;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0034613//cellular protein localization;GO:0070919//production of siRNA involved in chromatin silencing by small RNA;GO:0033562//co-transcriptional gene silencing by RNA interference machinery;GO:0030702//chromatin silencing at centromereK11699//RNA-dependent RNA polymerase [EC:2.7.7.48]NP_593295.1//RNA-directed RNA polymerase Rdp1 [Schizosaccharomyces pombe 972h-]RNA-directed RNA polymerase Rdp1 (rdp1), mRNA
2542967 NM_001020072.222.21 21.79 19.37 rhp41 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0000111//nucleotide-excision repair factor 2 complex;GO:0000109//nucleotide-excision repair complex;GO:0005737//cytoplasm;GO:0071942//XPC complexGO:0003697//single-stranded DNA binding;GO:0003684//damaged DNA bindingGO:0006298//mismatch repair;GO:0006289//nucleotide-excision repairK10838//xeroderma pigmentosum group C-complementing proteinNP_594644.1//DNA repair protein Rhp41 [Schizosaccharomyces pombe 972h-]DNA repair protein Rhp41 (rhp41), mRNA
2542880 NM_001018730.218.81 16.83 14.87 cut23 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005680//anaphase-promoting complexGO:0004842//ubiquitin-protein transferase activity;GO:0030332//cyclin bindingGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0051301//cell division;GO:0007049//cell cycleK03355//anaphase-promoting complex subunit 8NP_593300.1//anaphase-promoting complex subunit Apc8 [Schizosaccharomyces pombe 972h-]anaphase-promoting complex subunit Apc8 (cut23), mRNA
2543281 NM_001018586.215.64 14.95 7.68 rad4 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005737//cytoplasm;GO:0000790//nuclear chromatin;GO:0031261//DNA replication preinitiation complex;GO:0035861//site of double-strand break;GO:0005829//cytosolGO:0016428//tRNA (cytosine-5-)-methyltransferase activity;GO:0003723//RNA binding;GO:0032947//protein complex scaffold activity;GO:0000049//tRNA bindingGO:0033314//mitotic DNA replication checkpoint;GO:1902977//mitotic DNA replication preinitiation complex assembly;GO:0007095//mitotic G2 DNA damage checkpoint;GO:0030488//tRNA methylation;GO:0031297//replication fork processing;GO:0006270//DNA replication initiationK03507;K15334//multisite-specific tRNA:(cytosine-C5)-methyltransferase [EC:2.1.1.202]NP_593190.1//BRCT domain protein Rad4 [Schizosaccharomyces pombe 972h-]BRCT domain protein Rad4 (rad4), mRNA
2542328 NM_001019643.222.18 24.99 15.73 SPAC16E8.08GO:0032153//cell division site;GO:0051285//cell cortex of cell tipNA GO:0000281//mitotic cytokinesisNA NP_594220.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC16E8.08), mRNA
2539986 NM_001021827.227.15 27.08 7.99 bot1 GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005763//mitochondrial small ribosomal subunit;GO:0005737//cytoplasmGO:0003735//structural constituent of ribosome;GO:0004771//sterol esterase activityGO:0016042//lipid catabolic process;GO:0032543//mitochondrial translation;GO:0006696//ergosterol biosynthetic processNA NP_595919.1//mitochondrial ribosomal protein subunit S35 [Schizosaccharomyces pombe 972h-]mitochondrial ribosomal protein subunit S35 (bot1), mRNA
2540984 NM_001022597.222.97 22.74 15.69 isa2 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0051537//2 iron, 2 sulfur cluster binding;GO:0005506//iron ion binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0005198//structural molecule activity;GO:0051536//iron-sulfur cluster bindingGO:0097428//protein maturation by iron-sulfur cluster transfer;GO:0016226//iron-sulfur cluster assembly;GO:0051604//protein maturationK22072//iron-sulfur cluster assembly 2NP_596675.1//iron-sulfur protein Isa2 [Schizosaccharomyces pombe 972h-]Fe-sulfur protein Isa2 (isa2), mRNA
2539268 NM_001022850.219.62 18.24 11.63 cwf23 GO:0005684//U2-type spliceosomal complex;GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0003676//nucleic acid bindingGO:0000390//spliceosomal complex disassemblyK09537//DnaJ homolog subfamily C member 17NP_587857.2//DNAJ domain protein Cwf23 [Schizosaccharomyces pombe 972h-]DNAJ domain protein Cwf23 (cwf23), partial mRNA
2541141 NM_001021130.220.82 23.18 89.19 cut12 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0015630//microtubule cytoskeleton;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0090307//mitotic spindle assembly;GO:0051301//cell divisionNA NP_595224.1//spindle pole body protein Cut12 [Schizosaccharomyces pombe 972h-]protein Cut12 (cut12), mRNA
2542608 NM_001019856.226.78 37.23 18.42 dlp1 GO:0032476//decaprenyl diphosphate synthase complex;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0008834//di-trans,poly-cis-decaprenylcistransferase activity;GO:0016740//transferase activityGO:0008299//isoprenoid biosynthetic process;GO:0006744//ubiquinone biosynthetic processK05355 NP_594427.1//decaprenyl diphosphate synthase subunit 2 Dlp1 [Schizosaccharomyces pombe 972h-]decaprenyl diphosphate synthase subunit 2 Dlp1 (dlp1), mRNA
2538979 NM_001022692.220.32 18.29 19.64 sen54 GO:0000214//tRNA-intron endonuclease complex;GO:0005741//mitochondrial outer membrane;GO:0031966//mitochondrial membraneGO:0004519//endonuclease activityGO:0000379//tRNA-type intron splice site recognition and cleavage;GO:0090502//RNA phosphodiester bond hydrolysis, endonucleolyticK15326//tRNA-splicing endonuclease subunit Sen54NP_587697.1//tRNA-splicing endonuclease subunit Sen54 (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA-splicing endonuclease subunit Sen54 (sen54), mRNA
2542590 NM_001020087.223.24 19.71 11.99 dml1 GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003924//GTPase activityGO:0000002//mitochondrial genome maintenance;GO:0007005//mitochondrion organizationK01679//fumarate hydratase, class II [EC:4.2.1.2]NP_594658.1//mitochondrial inheritance GTPase (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase dml1 (dml1), mRNA
2540810 NM_001022079.221.71 23.79 40.25 cyr1 GO:0005622//intracellular;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0005524//ATP binding;GO:0004016//adenylate cyclase activity;GO:0030145//manganese ion bindingGO:0010619//adenylate cyclase-activating glucose-activated G-protein coupled receptor signaling pathway;GO:0045014//negative regulation of transcription by glucose;GO:0010515//negative regulation of induction of conjugation with cellular fusion;GO:0006171//cAMP biosynthetic processK01768//adenylate cyclase [EC:4.6.1.1]NP_596159.1//adenylate cyclase [Schizosaccharomyces pombe 972h-]adenylate cyclase (cyr1), mRNA
2542517 NM_001019391.220.92 19.61 7.58 mdb1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:1990023//mitotic spindle midzone;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0017111//nucleoside-triphosphatase activity;GO:0005525//GTP binding;GO:0016887//ATPase activityGO:0033314//mitotic DNA replication checkpoint;GO:0007095//mitotic G2 DNA damage checkpoint;GO:0006270//DNA replication initiationK06942//ribosome-binding ATPase;K11294//nucleolin;K11324//DNA methyltransferase 1-associated protein 1NP_593964.2//BRCT domain protein [Schizosaccharomyces pombe 972h-]BRCT domain protein (mdb1), mRNA
2540690 NM_001355840.118.77 17.85 4.89 alp6 GO:0000922//spindle pole;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005874//microtubule;GO:0000923//equatorial microtubule organizing center;GO:0032153//cell division site;GO:0008275//gamma-tubulin small complex;GO:0000930//gamma-tubulin complex;GO:0005829//cytosolGO:0043015//gamma-tubulin binding;GO:0005200//structural constituent of cytoskeletonGO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0090307//mitotic spindle assembly;GO:0051321//meiotic cell cycle;GO:0051301//cell division;GO:0051415//interphase microtubule nucleation by interphase microtubule organizing center;GO:0007020//microtubule nucleation;GO:0031122//cytoplasmic microtubule organizationK16570//gamma-tubulin complex component 3XP_001713121.2//gamma tubulin complex Spc98/GCP3 subunit Alp6 [Schizosaccharomyces pombe 972h-]gamma tubulin complex Spc98/GCP3 subunit Alp6 (alp6), mRNA

NR_150681.1 NR_150681.1 13.74 12.59 18.6 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.269), miscRNA
2538798 NM_001023119.219.92 16.68 4.99 rpm1 GO:0005759//mitochondrial matrix;GO:0005739//mitochondrion;GO:0000932//P-body;GO:0000178//exosome (RNase complex)GO:0004527//exonuclease activity;GO:0003723//RNA binding;GO:0008859//exoribonuclease II activity;GO:0000175//3'-5'-exoribonuclease activityGO:0000965//mitochondrial RNA 3'-end processing;GO:0006364//rRNA processing;GO:0007005//mitochondrion organizationK19782 NP_588129.2//3'-5' exonuclease for RNA 3' ss-tail [Schizosaccharomyces pombe 972h-]3' ssRNA-specific 3'-to-5' exonuclease (rpm1), mRNA
2540513 NM_001021740.222.53 17.37 9.42 pof4 GO:0005634//nucleus;GO:0016021//integral component of membraneNA GO:0006355//regulation of transcription, DNA-templatedK15077 NP_595836.2//elongin-A, F-box protein Pof4 (predicted) [Schizosaccharomyces pombe 972h-]putative elongin-A Pof4 (pof4), partial mRNA
2543555 NM_001020436.214.37 12.61 15.41 SPAC922.05cGO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK17742;K14729//multifunctional beta-oxidation protein [EC:4.2.1.- 1.1.1.-];K18337NP_595005.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPAC922.05c), mRNA
2539004 NM_001355879.125.63 24.73 14.92 mus81 GO:0005634//nucleus;GO:0005739//mitochondrion;GO:0048476//Holliday junction resolvase complexGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0048257//3'-flap endonuclease activity;GO:0008821//crossover junction endodeoxyribonuclease activityGO:0000712//resolution of meiotic recombination intermediates;GO:0007095//mitotic G2 DNA damage checkpoint;GO:0000727//double-strand break repair via break-induced replication;GO:0006302//double-strand break repair;GO:0033314//mitotic DNA replication checkpoint;GO:0031573//intra-S DNA damage checkpoint;GO:0007131//reciprocal meiotic recombination;GO:0000709//meiotic joint molecule formation;GO:0031297//replication fork processing;GO:0000737//DNA catabolic process, endonucleolytic;GO:0000724//double-strand break repair via homologous recombination;GO:0010520//regulation of reciprocal meiotic recombination;GO:0006301//postreplication repairK08991//crossover junction endonuclease MUS81 [EC:3.1.22.-]XP_001713161.1//Holliday junction resolvase subunit Mus81 [Schizosaccharomyces pombe 972h-]Holliday junction resolvase subunit Mus81 (mus81), partial mRNA
2540143 NM_001022170.223.14 22.43 9.44 SPBC15D4.11cGO:0005759//mitochondrial matrix;GO:0005739//mitochondrionNA GO:0000963//mitochondrial RNA processingNA NP_596251.1//mitochondrial Mam33 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative Mam33 family protein (SPBC15D4.11c), partial mRNA
2542893 NM_001018808.234.75 41.93 20.32 SPAC57A7.05GO:0005774//vacuolar membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0015140//malate transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK19849 NP_593376.1//conserved protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC57A7.05), mRNA
2539559 NM_001023182.221.19 19.77 18.07 str2 GO:0000329//fungal-type vacuole membrane;GO:0005634//nucleus;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0000790//nuclear chromatinGO:0015343//siderophore transmembrane transporter activity;GO:0032452//histone demethylase activityGO:0044718//siderophore transmembrane transport;GO:0055085//transmembrane transport;GO:0006338//chromatin remodeling;GO:0051321//meiotic cell cycle;GO:0033214//iron assimilation by chelation and transportK02934//large subunit ribosomal protein L6e;K10771//AP endonuclease 1 [EC:4.2.99.18]NP_588192.1//siderophore-iron transporter Str2 [Schizosaccharomyces pombe 972h-]siderophore-Fe(3+) transporter Str2 (str2), mRNA
3361273 NM_001021349.116.8 20.42 7.7 pop8 GO:0000172//ribonuclease MRP complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005655//nucleolar ribonuclease P complexGO:0000171//ribonuclease MRP activity;GO:0004526//ribonuclease P activityGO:0034965//intronic box C/D snoRNA processing;GO:1905267//endonucleolytic cleavage involved in tRNA processing;GO:0000294//nuclear-transcribed mRNA catabolic process, endonucleolytic cleavage-dependent decay;GO:0006379//mRNA cleavage;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processing;GO:0008033//tRNA processingK14528 NP_001018786.1//RNase P and RNase MRP subunit Pop8 (predicted) [Schizosaccharomyces pombe 972h-]putative RNase P and RNase MRP subunit Pop8 (pop8), partial mRNA
2542530 NM_001018946.312.19 11.31 3.35 SPAC1399.02GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0005215//transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK22134;K10866//DNA repair protein RAD50 [EC:3.6.-.-]NP_593512.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPAC1399.02), partial mRNA
2541202 NM_001022412.221.36 21.89 23.73 hfi1 GO:0000124//SAGA complex;GO:0070461//SAGA-type complex;GO:0005634//nucleusGO:0003713//transcription coactivator activity;GO:0003712//transcription cofactor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0043966//histone H3 acetylation;GO:0006338//chromatin remodeling;GO:0016573//histone acetylation;GO:0006366//transcription from RNA polymerase II promoterK11362 NP_596492.1//SAGA complex subunit Hfi1 [Schizosaccharomyces pombe 972h-]SAGA complex subunit Hfi1 (hfi1), mRNA
2539419 NM_001023277.216.91 17.81 8.47 SPCC417.10 GO:0005783//endoplasmic reticulum;GO:0051286//cell tip;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0032153//cell division siteGO:0071916//dipeptide transmembrane transporter activityNA K08192 NP_588287.1//dipeptide transmembrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative dipeptide transmembrane transporter (SPCC417.10), mRNA
2539262 NM_001023087.220.94 20.91 13.03 gpi2 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0000506//glycosylphosphatidylinositol-N-acetylglucosaminyltransferase (GPI-GnT) complexGO:0017176//phosphatidylinositol N-acetylglucosaminyltransferase activity;GO:0003824//catalytic activityGO:0006506//GPI anchor biosynthetic processK03859//phosphatidylinositol glycan, class CNP_588096.1//pig-C (predicted) [Schizosaccharomyces pombe 972h-]putative pig-C family GPI synthesis protein (gpi2), mRNA
2538775 NM_001023118.214.29 11.86 9.09 ssb3 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005829//cytosol;GO:0005662//DNA replication factor A complexGO:0003697//single-stranded DNA binding;GO:0003677//DNA bindingGO:1902981//synthesis of RNA primer involved in mitotic DNA replication;GO:0006281//DNA repair;GO:0006260//DNA replication;GO:1902969//mitotic DNA replication;GO:0006310//DNA recombination;GO:0000723//telomere maintenanceK10740//replication factor A3NP_588128.1//DNA replication factor A subunit Ssb3 [Schizosaccharomyces pombe 972h-]DNA replication factor A subunit Ssb3 (ssb3), partial mRNA
2541792 NM_001020274.217.17 16.14 14.34 snt1 GO:0005634//nucleus;GO:0034967//Set3 complex;GO:0016592//mediator complex;GO:0070210//Rpd3L-Expanded complexGO:0003677//DNA binding;GO:0001105//RNA polymerase II transcription coactivator activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016575//histone deacetylation;GO:0070869//heterochromatin assembly involved in chromatin silencingNA NP_594845.2//Set3 complex subunit Snt1 [Schizosaccharomyces pombe 972h-]Set3 complex subunit Snt1 (snt1), mRNA

NR_150539.1 NR_150539.1 14.58 20.28 5.91 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0016787//hydrolase activity;GO:0047621//acylpyruvate hydrolase activity;GO:0008703//5-amino-6-(5-phosphoribosylamino)uracil reductase activity;GO:0009982//pseudouridine synthase activityGO:0006572//tyrosine catabolic process;GO:0031119//tRNA pseudouridine synthesis;GO:0008152//metabolic process;GO:0009231//riboflavin biosynthetic processK01557//acylpyruvate hydrolase [EC:3.7.1.5];K14654NP_596590.1//5-amino-6-(5-phosphoribosylamino)uracil reductase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1643), miscRNA
2540661 NM_001022524.219.71 20.67 14.57 nta1 GO:0005634//nucleus;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0061630//ubiquitin protein ligase activity;GO:0005524//ATP binding;GO:0008270//zinc ion binding;GO:0004386//helicase activity;GO:0140083//protein-DNA unloading ATPase activity;GO:0004003//ATP-dependent DNA helicase activityGO:1990505//mitotic DNA replication maintenance of fidelity;GO:0006281//DNA repair;GO:0042262//DNA protection;GO:0000724//double-strand break repair via homologous recombination;GO:0032435//negative regulation of proteasomal ubiquitin-dependent protein catabolic processK14663;K15083NP_596602.1//ATP-dependent DNA helicase (predicted) [Schizosaccharomyces pombe 972h-]protein N-terminal amidase nta1 (nta1), mRNA
2543394 NM_001018959.218.27 20.61 8.79 mse1 GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0008270//zinc ion binding;GO:0000049//tRNA binding;GO:0004818//glutamate-tRNA ligase activityGO:0032543//mitochondrial translation;GO:0006424//glutamyl-tRNA aminoacylationK01885//glutamyl-tRNA synthetase [EC:6.1.1.17]NP_593525.1//mitochondrial glutamyl-tRNA synthetase Mse1 (predicted) [Schizosaccharomyces pombe 972h-]putative glutamyl--tRNA (Glu) ligase mse1 (mse1), mRNA
2542383 NM_001019018.218.98 21.69 10.44 mdm10 GO:0032865//ERMES complex;GO:0031307//integral component of mitochondrial outer membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0001401//mitochondrial sorting and assembly machinery complexNA GO:1990456//mitochondrion-endoplasmic reticulum membrane tethering;GO:0045040//protein import into mitochondrial outer membrane;GO:0015914//phospholipid transport;GO:0070096//mitochondrial outer membrane translocase complex assembly;GO:0000002//mitochondrial genome maintenance;GO:0051654//establishment of mitochondrion localization;GO:0006461//protein complex assembly;GO:0007005//mitochondrion organizationK17774 NP_593586.1//Mdm10/Mdm12/Mmm1 complex subunit Mdm10 (predicted) [Schizosaccharomyces pombe 972h-]putative Mdm10/Mdm12/Mmm1 complex subunit Mdm10 (mdm10), partial mRNA
2542633 NM_001018852.218.74 18.11 6.76 SPAP27G11.14cGO:0005739//mitochondrionNA NA NA NP_593419.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAP27G11.14c), mRNA
2542932 NM_001020430.226.27 33.72 13.93 SPAC1039.08GO:0005634//nucleus;GO:0005829//cytosolGO:0009001//serine O-acetyltransferase activityGO:0006535//cysteine biosynthetic process from serine;GO:0019344//cysteine biosynthetic processK00640//serine O-acetyltransferase [EC:2.3.1.30]NP_594999.1//serine acetyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative serine acetyltransferase (SPAC1039.08), mRNA
2541715 NM_001018968.231.8 23.95 2.4 ppk1 GO:0005634//nucleus;GO:0005938//cell cortexGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0035556//intracellular signal transductionK08286 NP_593534.2//serine/threonine protein kinase Ppk1 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk1 (ppk1), mRNA
2539852 NM_001356249.120.67 19 6.44 mrpl24 GO:0035861//site of double-strand break;GO:0005762//mitochondrial large ribosomal subunit;GO:0005737//cytoplasmGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK02902//large subunit ribosomal protein L28NP_595913.1//mitochondrial ribosomal protein subunit L28 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L28 (mrpl24), mRNA
2541983 NM_001018756.218.64 16.44 10.71 fft1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0004003//ATP-dependent DNA helicase activityGO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0070869//heterochromatin assembly involved in chromatin silencingK14439//SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1 [EC:3.6.4.12]NP_593325.1//fun thirty related protein Fft1 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Fft1 (fft1), mRNA
2540557 NM_001021960.218.54 16.07 9.03 psm1 GO:0034990//nuclear mitotic cohesin complex;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0030892//mitotic cohesin complex;GO:0005694//chromosome;GO:0008278//cohesin complexGO:0061776//topological DNA entrapment activity;GO:0005524//ATP binding;GO:0042802//identical protein binding;GO:0003682//chromatin binding;GO:0046982//protein heterodimerization activity;GO:0061775//cohesin ATPase activity;GO:0000217//DNA secondary structure binding;GO:0003680//AT DNA bindingGO:0006302//double-strand break repair;GO:0061780//mitotic cohesin loading;GO:0051301//cell division;GO:0007064//mitotic sister chromatid cohesionK06636//structural maintenance of chromosome 1NP_596049.2//mitotic cohesin complex subunit Psm1 [Schizosaccharomyces pombe 972h-]mitotic cohesin complex subunit Psm1 (psm1), mRNA
2543582 NM_001019763.320.69 18.84 7.94 SPAC4H3.06 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0004792//thiosulfate sulfurtransferase activityNA K17970 NP_594342.3//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC4H3.06), mRNA
2539066 NM_001023447.221.87 17.98 7.38 SPCC126.13cGO:0005634//nucleus;GO:0071021//U2-type post-spliceosomal complex;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005682//U5 snRNP;GO:0000118//histone deacetylase complex;GO:0000790//nuclear chromatin;GO:0046540//U4/U6 x U5 tri-snRNP complexNA GO:0071048//nuclear retention of unspliced pre-mRNA at the site of transcription;GO:0000350//generation of catalytic spliceosome for second transesterification step;GO:0045292//mRNA cis splicing, via spliceosome;GO:0016575//histone deacetylationK12817//pre-mRNA-splicing factor 18;K14324//histone deacetylase complex subunit SAP18NP_588456.1//histone deacetylase complex subunit, SAP128 family (predicted) [Schizosaccharomyces pombe 972h-]putative SAP128 family histone deacetylase complex subunit (SPCC126.13c), mRNA
2539819 NM_001022475.211.75 11.74 9.12 SPBC13G1.05GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005789//endoplasmic reticulum membraneNA GO:0034975//protein folding in endoplasmic reticulumNA NP_596554.1//ER protein folding protein (predicted) [Schizosaccharomyces pombe 972h-]putative folding protein (SPBC13G1.05), mRNA
2543056 NM_001356116.119.91 18.68 9.91 SPAC3A11.04GO:0034993//LINC complex;GO:0005783//endoplasmic reticulum;GO:0031965//nuclear membrane;GO:0044732//mitotic spindle pole body;GO:0016021//integral component of membrane;GO:0031021//interphase microtubule organizing center;GO:0005737//cytoplasmNA GO:0045141//meiotic telomere clustering;GO:0019915//lipid storage;GO:0051301//cell division;GO:1990683//DNA double-strand break attachment to nuclear envelope;GO:0010569//regulation of double-strand break repair via homologous recombinationNA NP_594198.1//meiotic spindle pole body protein Kms1 [Schizosaccharomyces pombe 972h-]seipin (SPAC3A11.04), mRNA
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2541363 NM_001021184.217.79 17.47 2.5 SPBPJ4664.02GO:0031362//anchored component of external side of plasma membrane;GO:0010339//external side of cell wallGO:0050839//cell adhesion molecule bindingGO:0007155//cell adhesionK19851;K22016//mucin-3/17NP_595277.1//cell surface glycoprotein (predicted) [Schizosaccharomyces pombe 972h-]putative glycoprotein (SPBPJ4664.02), mRNA
2540194 NM_001021351.221.55 21.46 29.3 rrf1 GO:0005739//mitochondrionGO:0008079//translation termination factor activityGO:0006412//translation;GO:0070126//mitochondrial translational termination;GO:0032790//ribosome disassemblyK02838//ribosome recycling factorNP_595442.1//mitochondrial translation termination factor Rrf1 [Schizosaccharomyces pombe 972h-]translation termination factor Rrf1 (rrf1), mRNA
3361387 NM_001355965.115.26 15.44 4.37 SPAC11D3.11cGO:0005634//nucleus;GO:0005829//cytosolGO:0003677//DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedNA XP_004001763.1//truncated GAL4-like Zn2Cys6 binuclear cluster DNA-binding protein [Schizosaccharomyces pombe 972h-]truncated GAL4-like Zn2Cys6 binuclear cluster DNA-binding protein (SPAC11D3.11c), mRNA
2538762 NM_001022805.225.69 27.27 16.73 set1 GO:0048188//Set1C/COMPASS complex;GO:0005694//chromosome;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0042800//histone methyltransferase activity (H3-K4 specific);GO:0018024//histone-lysine N-methyltransferase activityGO:0051568//histone H3-K4 methylation;GO:0070869//heterochromatin assembly involved in chromatin silencingK11422//histone-lysine N-methyltransferase SETD1 [EC:2.1.1.43]NP_587812.1//histone lysine methyltransferase Set1 [Schizosaccharomyces pombe 972h-]histone lysine methyltransferase Set1 (set1), mRNA
2542431 NM_001018588.223.98 23.93 23.31 SPAC1A6.01cGO:0032044//DSIF complex;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0000790//nuclear chromatin;GO:0099053//activating signal cointegrator 1 complex;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0043234//protein complexGO:0003729//mRNA binding;GO:0003677//DNA binding;GO:0003713//transcription coactivator activity;GO:0008270//zinc ion bindingGO:0006396//RNA processing;GO:0006397//mRNA processing;GO:0006355//regulation of transcription, DNA-templated;GO:0042274//ribosomal small subunit biogenesis;GO:0006351//transcription, DNA-templated;GO:0006364//rRNA processing;GO:0045893//positive regulation of transcription, DNA-templated;GO:0060195//negative regulation of antisense RNA transcription;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0042273//ribosomal large subunit biogenesisK15172//transcription elongation factor SPT5NP_593192.1//hypothetical protein SPAC1A6.01c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1A6.01c), mRNA
2543164 NM_001020403.220.19 17.21 12.04 rad2 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0043596//nuclear replication forkGO:0000287//magnesium ion binding;GO:0046872//metal ion binding;GO:0051908//double-stranded DNA 5'-3' exodeoxyribonuclease activity;GO:0003677//DNA binding;GO:1904162//5'-3' exodeoxyribonuclease activity involved in UV-damage excision repair;GO:0017108//5'-flap endonuclease activity;GO:0045145//single-stranded DNA 5'-3' exodeoxyribonuclease activityGO:1903469//removal of RNA primer involved in mitotic DNA replication;GO:0000731//DNA synthesis involved in DNA repair;GO:0001302//replicative cell aging;GO:0000734//gene conversion at mating-type locus, DNA repair synthesis;GO:0006286//base-excision repair, base-free sugar-phosphate removal;GO:0006303//double-strand break repair via nonhomologous end joining;GO:0035753//maintenance of DNA trinucleotide repeatsK04799//flap endonuclease-1 [EC:3.-.-.-]NP_594972.1//FEN-1 endonuclease Rad2 [Schizosaccharomyces pombe 972h-]FEN-1 endonuclease Rad2 (rad2), mRNA
2539107 NM_001355949.124.39 22.78 25.49 SPCC965.12 GO:0005634//nucleus;GO:0005829//cytosolGO:0070573//metallodipeptidase activity;GO:0046872//metal ion binding;GO:0004177//aminopeptidase activity;GO:0016805//dipeptidase activityNA K01273//membrane dipeptidase [EC:3.4.13.19]NP_588522.1//dipeptidyl peptidase (predicted) [Schizosaccharomyces pombe 972h-]putative dipeptidyl peptidase (SPCC965.12), mRNA
2541979 NM_001019866.223.71 28.02 9.12 SPAC23A1.07GO:0033768//SUMO-targeted ubiquitin ligase complex;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567//protein ubiquitination;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0033234//negative regulation of protein sumoylationNA NP_594437.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPAC23A1.07), mRNA
2540418 NM_001021554.131.31 30.77 18.16 SPBC27.05 GO:0016021//integral component of membraneNA NA NA NP_595660.1//hypothetical protein SPBC27.05 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC27.05), partial mRNA
2540660 NM_001022261.212.86 11.04 4.02 cdc7 GO:0005634//nucleus;GO:0071958//new mitotic spindle pole body;GO:0044732//mitotic spindle pole body;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0023014//signal transduction by protein phosphorylation;GO:0010973//positive regulation of division septum assembly;GO:0031028//septation initiation signaling;GO:1902542//regulation of protein localization to mitotic spindle pole body;GO:0032147//activation of protein kinase activity;GO:0031098//stress-activated protein kinase signaling cascade;GO:0042981//regulation of apoptotic processK06683 NP_596340.1//serine/threonine protein kinase Cdc7 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Cdc7 (cdc7), mRNA
2539184 NM_001023522.218.82 14.66 5.51 SPCC1494.09cGO:0005675//holo TFIIH complex;GO:0005634//nucleus;GO:0005829//cytosolNA GO:0006468//protein phosphorylation;GO:0006367//transcription initiation from RNA polymerase II promoterNA NP_588534.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1494.09c), mRNA

NR_150193.1 NR_150193.1 15.31 19.46 29.72 NA GO:0005794//Golgi apparatusGO:0008270//zinc ion binding;GO:0016491//oxidoreductase activityGO:1990748//cellular detoxificationK18369//alcohol dehydrogenase [EC:1.1.1.-]NP_595070.1//glutathione-dependent formaldehyde dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1320), miscRNA
2541052 NM_001356152.117.82 19.63 14.29 stn1 GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0000784//nuclear chromosome, telomeric region;GO:1990879//CST complex;GO:0000782//telomere cap complexGO:0043047//single-stranded telomeric DNA bindingGO:0016233//telomere cappingK01180//endo-1,3(4)-beta-glucanase [EC:3.2.1.6]XP_001713126.1//telomere cap complex subunit Stn1 [Schizosaccharomyces pombe 972h-]telomere cap complex subunit Stn1 (stn1), mRNA
2540618 NM_001021432.225.21 24.9 22.4 slx8 GO:0005634//nucleus;GO:0033768//SUMO-targeted ubiquitin ligase complex;GO:0000790//nuclear chromatinGO:0061630//ubiquitin protein ligase activity;GO:0003906//DNA-(apurinic or apyrimidinic site) lyase activity;GO:0003677//DNA binding;GO:0046872//metal ion binding;GO:0008311//double-stranded DNA 3'-5' exodeoxyribonuclease activity;GO:0004528//phosphodiesterase I activity;GO:0008270//zinc ion binding;GO:0140078//class I DNA-(apurinic or apyrimidinic site) lyase activity;GO:0140080//class III/IV DNA-(apurinic or apyrimidinic site) lyase activity;GO:0004519//endonuclease activityGO:0006281//DNA repair;GO:0034614//cellular response to reactive oxygen species;GO:0006284//base-excision repair;GO:1902546//positive regulation of DNA N-glycosylase activity;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0033234//negative regulation of protein sumoylation;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0006310//DNA recombinationK10772//AP endonuclease 2 [EC:4.2.99.18]NP_595523.1//SUMO-targeted ubiquitin-protein ligase E3 Slx8 (predicted) [Schizosaccharomyces pombe 972h-]putative SUMO-targeted ubiquitin-protein ligase E3 Slx8 (slx8), mRNA
2539407 NM_001355880.116.75 17.11 8.95 sec8 GO:0051286//cell tip;GO:0005634//nucleus;GO:0033503//HULC complex;GO:0031410//cytoplasmic vesicle;GO:0030428//cell septum;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0051285//cell cortex of cell tip;GO:0090619//meiotic spindle pole;GO:0000145//exocyst;GO:0005829//cytosol;GO:0031618//nuclear pericentric heterochromatinGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion bindingGO:0006904//vesicle docking involved in exocytosis;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0032120//ascospore-type prospore membrane assembly;GO:0000920//cell separation after cytokinesis;GO:0006903//vesicle targeting;GO:0006897//endocytosis;GO:0015031//protein transport;GO:0006612//protein targeting to membrane;GO:0051569//regulation of histone H3-K4 methylation;GO:0006893//Golgi to plasma membrane transport;GO:0090522//vesicle tethering involved in exocytosis;GO:0006886//intracellular protein transport;GO:0071894//histone H2B conserved C-terminal lysine ubiquitination;GO:0006336//DNA replication-independent nucleosome assembly;GO:0031497//chromatin assembly;GO:0000917//division septum assembly;GO:0006887//exocytosisK06111//exocyst complex component 4;K10696//E3 ubiquitin-protein ligase BRE1 [EC:2.3.2.27]NP_587846.2//exocyst complex subunit Sec8 [Schizosaccharomyces pombe 972h-]exocyst complex subunit Sec8 (sec8), mRNA
2541757 NM_001018381.216.38 16.26 6.18 akr1 GO:0000329//fungal-type vacuole membrane;GO:0031901//early endosome membrane;GO:0043234//protein complex;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0019706//protein-cysteine S-palmitoyltransferase activityGO:0018345//protein palmitoylation;GO:0072659//protein localization to plasma membraneK20032//palmitoyltransferase ZDHHC13/17 [EC:2.3.1.225]NP_592981.1//palmitoyltransferase Akr1 (predicted) [Schizosaccharomyces pombe 972h-]putative palmitoyltransferase Akr1 (akr1), mRNA
2542637 NM_001018350.220.99 20.13 7.49 cul3 GO:0005829//cytosol;GO:0019005//SCF ubiquitin ligase complex;GO:0031461//cullin-RING ubiquitin ligase complexGO:0031625//ubiquitin protein ligase bindingGO:0006511//ubiquitin-dependent protein catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic processK03869//cullin 3NP_592949.1//cullin 3 [Schizosaccharomyces pombe 972h-]cullin 3 (cul3), mRNA
2541981 NM_001019863.217.4 15.94 3.96 mnl1 GO:0016020//membrane;GO:0005788//endoplasmic reticulum lumen;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0000139//Golgi membraneGO:0030246//carbohydrate binding;GO:0004571//mannosyl-oligosaccharide 1,2-alpha-mannosidase activity;GO:0005509//calcium ion bindingGO:0006986//response to unfolded protein;GO:0006516//glycoprotein catabolic process;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0006517//protein deglycosylation;GO:0006491//N-glycan processing;GO:0097466//ubiquitin-dependent glycoprotein ERAD pathwayK10084//ER degradation enhancer, mannosidase alpha-like 1NP_594434.1//alpha mannosidase Mnl1 (predicted) [Schizosaccharomyces pombe 972h-]putative alpha mannosidase Mnl1 (mnl1), mRNA
2542900 NM_001356174.118.79 18.85 10.19 SPAC144.08 GO:0005634//nucleus;GO:0005829//cytosolGO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0000995//transcription factor activity, core RNA polymerase III binding;GO:0001030//RNA polymerase III type 1 promoter DNA binding;GO:0003676//nucleic acid bindingGO:0006384//transcription initiation from RNA polymerase III promoterK09191//general transcription factor IIIANP_594670.1//RNA polymerase III transcription factor TFIIIA [Schizosaccharomyces pombe 972h-]putative DNAJ domain-containing protein Jac1 (SPAC144.08), mRNA
2539882 NM_001022173.219.54 16.88 8.53 taf73 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005669//transcription factor TFIID complexGO:0000991//transcription factor activity, core RNA polymerase II bindingGO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016573//histone acetylation;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0051123//RNA polymerase II transcriptional preinitiation complex assemblyK03130//transcription initiation factor TFIID subunit 5NP_596254.1//transcription initiation factor TFIID subunit taf73 [Schizosaccharomyces pombe 972h-]transcription initiation factor TFIID subunit taf73 (taf73), mRNA
2538960 NM_001023557.216.67 18.49 34.47 SPCC569.03 GO:0005829//cytosol;GO:0005737//cytoplasmNA NA K12472//epidermal growth factor receptor substrate 15NP_588570.2//cell surface glycoprotein (predicted), DUF1773 family protein 4 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC569.03), mRNA
2538821 NM_001023212.249.13 56.07 27.16 SPCC584.01cGO:0005829//cytosol;GO:0009337//sulfite reductase complex (NADPH);GO:0005737//cytoplasmGO:0003958//NADPH-hemoprotein reductase activity;GO:0004783//sulfite reductase (NADPH) activity;GO:0016491//oxidoreductase activityGO:0000103//sulfate assimilation;GO:0070814//hydrogen sulfide biosynthetic process;GO:0019344//cysteine biosynthetic process;GO:0009086//methionine biosynthetic processK00380//sulfite reductase (NADPH) flavoprotein alpha-component [EC:1.8.1.2]NP_588222.1//sulfite reductase NADPH flavoprotein subunit (predicted) [Schizosaccharomyces pombe 972h-]putative sulfite reductase NADPH flavoprotein subunit (SPCC584.01c), partial mRNA
2542002 NM_001018486.222.7 20.59 11.37 smn1 GO:0005634//nucleus;GO:0005681//spliceosomal complexGO:0003723//RNA bindingGO:0000387//spliceosomal snRNP assemblyNA NP_593088.1//SMN family protein Smn1 [Schizosaccharomyces pombe 972h-]SMN family protein Smn1 (smn1), mRNA
2543596 NM_001019382.221.49 21.29 12.59 brr6 GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0019031//viral envelope;GO:0005635//nuclear envelope;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0055088//lipid homeostasis;GO:0015031//protein transport;GO:0006998//nuclear envelope organization;GO:0051028//mRNA transportNA NP_593955.1//nuclear envelope protein Brr6/Brl1 [Schizosaccharomyces pombe 972h-]nuclear envelope protein Brr6/Brl1 (brr6), mRNA
2543676 NM_001018778.219.96 20.89 19.26 brr2 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005682//U5 snRNP;GO:0071014//post-mRNA release spliceosomal complex;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0003676//nucleic acid bindingGO:0000393//spliceosomal conformational changes to generate catalytic conformationK12854//pre-mRNA-splicing helicase BRR2 [EC:3.6.4.13]NP_593346.1//U5 snRNP complex subunit Brr2 (predicted) [Schizosaccharomyces pombe 972h-]putative U5 snRNP complex subunit Brr2 (brr2), mRNA
2541840 NM_001019222.217.13 18.24 12.36 npr2 GO:0005634//nucleus;GO:0097042//extrinsic component of fungal-type vacuolar membrane;GO:0005829//cytosol;GO:0035859//Seh1-associated complex;GO:1990130//GATOR1 complexNA GO:0032007//negative regulation of TOR signaling;GO:0034198//cellular response to amino acid starvation;GO:0032006//regulation of TOR signaling;GO:2000785//regulation of autophagosome assembly;GO:0006995//cellular response to nitrogen starvation;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0010508//positive regulation of autophagy;GO:0070881//regulation of proline transportK20405//nitrogen permease regulator 2-like proteinNP_593793.1//Npr2/3 complex subunit Npr2 (predicted) [Schizosaccharomyces pombe 972h-]putative Npr2/3 complex subunit Npr2 (npr2), mRNA

NR_151327.1 NR_151327.1 15.81 14.48 9.48 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0016779//nucleotidyltransferase activity;GO:0003824//catalytic activity;GO:0004140//dephospho-CoA kinase activity;GO:0004595//pantetheine-phosphate adenylyltransferase activityGO:0009058//biosynthetic process;GO:0015937//coenzyme A biosynthetic processK02201 NP_594334.2//cytidylyltransferase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.937), miscRNA
2542973 NM_001356003.119.74 21.49 48.01 SPAC10F6.04GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0061630//ubiquitin protein ligase activity;GO:0005524//ATP binding;GO:0031625//ubiquitin protein ligase binding;GO:0061631//ubiquitin conjugating enzyme activityGO:0002098//tRNA wobble uridine modification;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0000209//protein polyubiquitinationK15462;K04554//ubiquitin-conjugating enzyme E2 J2 [EC:2.3.2.23]NP_593255.1//RCC domain protein Ats1 (predicted) [Schizosaccharomyces pombe 972h-]putative RCC domain-containing protein Ats1 (SPAC10F6.04), mRNA
2541499 NM_001018795.221.33 22.23 23.67 alg14 GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016740//transferase activityGO:0006487//protein N-linked glycosylation;GO:0006488//dolichol-linked oligosaccharide biosynthetic processK07441//beta-1,4-N-acetylglucosaminyltransferase [EC:2.4.1.141]NP_593363.1//UDP-GlcNAc transferase associated protein Alg14 (predicted) [Schizosaccharomyces pombe 972h-]putative UDP-GlcNAc transferase associated protein Alg14 (alg14), mRNA
2541902 NM_001019839.219.03 20.51 22.09 pvg2 GO:0005634//nucleus;GO:0051286//cell tip;GO:0009986//cell surface;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0000030//mannosyltransferase activityGO:0051999//mannosyl-inositol phosphorylceramide biosynthetic process;GO:0051321//meiotic cell cycle;GO:0051072//4,6-pyruvylated galactose residue biosynthetic process;GO:0071555//cell wall organization;GO:0009272//fungal-type cell wall biogenesisNA NP_594408.1//galactose residue biosynthesis protein Pvg2 [Schizosaccharomyces pombe 972h-]galactose residue biosynthesis protein Pvg2 (pvg2), mRNA
2541517 NM_001018630.219.65 20.86 8.2 csn4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0008180//COP9 signalosomeNA GO:0000338//protein deneddylationK12178//COP9 signalosome complex subunit 4NP_593233.1//COP9/signalosome complex subunit Csn4 [Schizosaccharomyces pombe 972h-]COP9/signalosome complex subunit Csn4 (csn4), mRNA
2538984 NM_001023221.220.1 20.93 14.48 rsm1 GO:0031931//TORC1 complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0003723//RNA binding;GO:0008270//zinc ion bindingGO:0006406//mRNA export from nucleus;GO:0031929//TOR signaling;GO:0030435//sporulation resulting in formation of a cellular spore;GO:0051321//meiotic cell cycleNA NP_588231.1//RNA export factor Rsm1 [Schizosaccharomyces pombe 972h-]RNA export factor Rsm1 (rsm1), mRNA

NR_151169.1 NR_151169.1 6.19 4.33 9.11 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.792), miscRNA
2543010 NM_001018657.221.48 19.95 7.15 psm3 GO:0034990//nuclear mitotic cohesin complex;GO:0005829//cytosol;GO:0000780//condensed nuclear chromosome, centromeric regionGO:0061776//topological DNA entrapment activity;GO:0005524//ATP binding;GO:0061775//cohesin ATPase activity;GO:0003690//double-stranded DNA bindingGO:0061780//mitotic cohesin loading;GO:0071960//maintenance of mitotic sister chromatid cohesion, centromericK06669//structural maintenance of chromosome 3 (chondroitin sulfate proteoglycan 6)XP_013016174.1//mitotic cohesin complex subunit Psm3 [Schizosaccharomyces octosporus yFS286]mitotic cohesin complex subunit Psm3 (psm3), mRNA
2538967 NM_001022699.218.12 15.35 22.92 mug135 GO:0005634//nucleusNA GO:0051321//meiotic cell cycleK10750//chromatin assembly factor 1 subunit ANP_587704.1//cell surface glycoprotein (predicted), DUF1773 family protein 3 [Schizosaccharomyces pombe 972h-]protein mug135 (mug135), mRNA
3361519 NM_001356029.122.54 18.92 9.05 SPAC1002.01GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0140053//mitochondrial gene expressionNA XP_001713058.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1002.01), partial mRNA
2540295 NM_001022328.225.83 22.38 25.18 SPBC3B8.05 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016740//transferase activityGO:0017183//peptidyl-diphthamide biosynthetic process from peptidyl-histidine;GO:2000765//regulation of cytoplasmic translationK07561//2-(3-amino-3-carboxypropyl)histidine synthase [EC:2.5.1.108]NP_596409.1//diphthamide biosynthesis protein Dph1 (predicted) [Schizosaccharomyces pombe 972h-]putative diphthamide biosynthesis protein Dph1 (SPBC3B8.05), mRNA
2539773 NM_001022660.217.83 16 10.5 med7 GO:0005634//nucleus;GO:0005829//cytosolGO:0070626//(S)-2-(5-amino-1-(5-phospho-D-ribosyl)imidazole-4-carboxamido)succinate AMP-lyase (fumarate-forming) activity;GO:0004018//N6-(1,2-dicarboxyethyl)AMP AMP-lyase (fumarate-forming) activityGO:0044208//'de novo' AMP biosynthetic process;GO:0006106//fumarate metabolic process;GO:0006189//'de novo' IMP biosynthetic processK01756//adenylosuccinate lyase [EC:4.3.2.2]XP_013024865.1//adenylosuccinate lyase Ade8 [Schizosaccharomyces cryophilus OY26]mediator complex subunit Med7 (med7), mRNA
2539682 NM_001021816.211.66 10.16 9.52 meu17 GO:0005783//endoplasmic reticulum;GO:0009986//cell surface;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0005576//extracellular region;GO:0005628//prospore membraneGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0008061//chitin binding;GO:0004339//glucan 1,4-alpha-glucosidase activityGO:0005980//glycogen catabolic process;GO:0006030//chitin metabolic process;GO:0051321//meiotic cell cycle;GO:0005976//polysaccharide metabolic process;GO:0016052//carbohydrate catabolic processK01178 NP_595908.1//glucan-alpha-1,4-glucosidase [Schizosaccharomyces pombe 972h-]glucan-alpha-1,4-glucosidase (meu17), mRNA
2542462 NM_001020201.219.41 17.53 12.18 SPAC19B12.11cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorGO:0046872//metal ion binding;GO:0008270//zinc ion binding;GO:0043023//ribosomal large subunit binding;GO:0003676//nucleic acid bindingGO:0000055//ribosomal large subunit export from nucleus;GO:0042254//ribosome biogenesisK14821//bud site selection protein 20NP_594774.1//zinc finger protein [Schizosaccharomyces pombe 972h-]zinc finger protein (SPAC19B12.11c), mRNA
2542086 NM_001019235.226.04 26.64 21.12 jmj1 GO:0000790//nuclear chromatinGO:0032452//histone demethylase activityGO:0006338//chromatin remodelingNA NP_593806.1//histone demethylase Jmj1 (predicted) [Schizosaccharomyces pombe 972h-]putative histone demethylase Jmj1 (jmj1), mRNA
2542742 NM_001019715.219.3 26.2 19.42 mug182 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0000166//nucleotide binding;GO:0052857//NADPHX epimerase activity;GO:0052856//NADHX epimerase activityGO:0006739//NADP metabolic process;GO:0046496//nicotinamide nucleotide metabolic process;GO:0006734//NADH metabolic processK17759//NAD(P)H-hydrate epimerase [EC:5.1.99.6]NP_594292.1//YjeF family pyridoxamine-phosphate oxidase (predicted) [Schizosaccharomyces pombe 972h-]putative YjeF family pyridoxamine-phosphate oxidase (mug182), mRNA
2542769 NM_001019720.315.8 22.11 94.65 mde6 GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0006457//protein folding;GO:0006950//response to stressNA NP_594297.2//muskelin [Schizosaccharomyces pombe 972h-]muskelin (mde6), mRNA
2540943 NM_001021891.231.47 37.32 71.66 SPBC36B7.02GO:0005634//nucleus;GO:0005829//cytosolNA GO:0006979//response to oxidative stressNA NP_595984.1//Svf1 family protein Svf2 [Schizosaccharomyces pombe 972h-]Svf1 family protein Svf2 (SPBC36B7.02), mRNA
2539996 NM_001021195.215.72 17.29 13.08 ppk19 GO:0034272//phosphatidylinositol 3-kinase complex, class III, type II;GO:0005643//nuclear pore;GO:0005770//late endosome;GO:0034271//phosphatidylinositol 3-kinase complex, class III, type I;GO:0005942//phosphatidylinositol 3-kinase complex;GO:0005829//cytosol;GO:0071561//nucleus-vacuole junctionGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0006623//protein targeting to vacuole;GO:0042147//retrograde transport, endosome to Golgi;GO:0006468//protein phosphorylation;GO:0030242//autophagy of peroxisome;GO:0045324//late endosome to vacuole transport;GO:0016236//macroautophagyK08333//phosphoinositide-3-kinase, regulatory subunit 4 [EC:2.7.11.1]NP_595288.1//serine/threonine protein kinase Ppk19 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Ppk19 (ppk19), mRNA
2539562 NM_001023559.213.44 11.23 45.14 SPCC569.01cGO:0005829//cytosol;GO:0005737//cytoplasmNA NA NA NP_588572.1//cell surface glycoprotein (predicted), DUF1773 family protein 5 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC569.01c), partial mRNA

NR_150979.1 NR_150979.1 20.44 25.51 25.61 NA GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid binding;GO:0016874//ligase activity;GO:0008270//zinc ion binding;GO:0016818//hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydridesGO:0006301//postreplication repair;GO:0006289//nucleotide-excision repairK15505 XP_001713034.1//ubiquitin-protein ligase E3 Rad8 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.617), miscRNA
NR_150357.1 NR_150357.1 13.01 13.74 48.89 NA GO:0005634//nucleus;GO:0000151//ubiquitin ligase complex;GO:0005829//cytosolGO:0030674//protein binding, bridgingGO:0070647//protein modification by small protein conjugation or removalK15072 NP_595769.1//F-box protein Pof9 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1471), miscRNA

2541299 NM_001022094.217.12 13.71 7.77 lid2 GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0048189//Lid2 complex;GO:0031618//nuclear pericentric heterochromatinGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0016706//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;GO:0034647//histone demethylase activity (H3-trimethyl-K4 specific)GO:0034630//RITS complex localization;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0006338//chromatin remodeling;GO:0051572//negative regulation of histone H3-K4 methylation;GO:0031507//heterochromatin assembly;GO:0006351//transcription, DNA-templated;GO:0051567//histone H3-K9 methylation;GO:0030702//chromatin silencing at centromereK11446//histone demethylase JARID1 [EC:1.14.11.-]NP_596174.1//Lid2 complex subunit, predicted histone demethylase Lid2 [Schizosaccharomyces pombe 972h-]Lid2 complex putative histone demethylase subunit Lid2 (lid2), mRNA
2539128 NM_001022792.214.28 12.89 14.31 SPCC1682.06GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_587799.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1682.06), mRNA
2538872 NM_001023357.212.97 25.6 372.63 SPCC737.04 GO:0005739//mitochondrion;GO:0005737//cytoplasmNA NA NA NP_588366.1//hypothetical protein SPCC737.04 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC737.04), mRNA
2543312 NM_001019700.218.63 18.9 13.65 ppr4 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasm;GO:0032592//integral component of mitochondrial membraneGO:0003723//RNA binding;GO:0045182//translation regulator activity;GO:0004519//endonuclease activityGO:0070134//positive regulation of mitochondrial translational initiation;GO:0006412//translation;GO:0009451//RNA modification;GO:0140053//mitochondrial gene expression;GO:0030490//maturation of SSU-rRNAK07560//D-tyrosyl-tRNA(Tyr) deacylase [EC:3.1.-.-];K17669NP_594277.1//mitochondrial translation regulator Ppr4 [Schizosaccharomyces pombe 972h-]translation regulator Ppr4 (ppr4), mRNA
2543102 NM_001019439.220.98 27.09 16.12 SPAC31G5.21GO:0005634//nucleus;GO:0005730//nucleolusNA NA K13120//protein FAM32ANP_594013.1//hypothetical protein SPAC31G5.21 [Schizosaccharomyces pombe 972h-]FAM32A family protein (SPAC31G5.21), mRNA
2539106 NM_001355857.123.99 21.27 16.36 SPCC757.08 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0000176//nuclear exosome (RNase complex);GO:0005829//cytosol;GO:0000177//cytoplasmic exosome (RNase complex);GO:0000178//exosome (RNase complex)GO:0017091//AU-rich element binding;GO:0000175//3'-5'-exoribonuclease activityGO:0006396//RNA processing;GO:0034473//U1 snRNA 3'-end processing;GO:0043928//exonucleolytic nuclear-transcribed mRNA catabolic process involved in deadenylation-dependent decay;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decay;GO:0034661//ncRNA catabolic process;GO:0034427//nuclear-transcribed mRNA catabolic process, exonucleolytic, 3'-5';GO:0034476//U5 snRNA 3'-end processing;GO:0071028//nuclear mRNA surveillance;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070651//nonfunctional rRNA decay;GO:0034475//U4 snRNA 3'-end processing;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic process;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic processK03678//exosome complex component RRP45NP_587683.1//exosome subunit Rrp45 (predicted) [Schizosaccharomyces pombe 972h-]putative exosome subunit Rrp45 (SPCC757.08), mRNA

NR_151011.1 NR_151011.1 20.54 21.69 7.63 NA GO:0035861//site of double-strand break;GO:0000784//nuclear chromosome, telomeric region;GO:0030870//Mre11 complex;GO:1990421//subtelomeric heterochromatinGO:0003691//double-stranded telomeric DNA binding;GO:0032947//protein complex scaffold activity;GO:0008310//single-stranded DNA 3'-5' exodeoxyribonuclease activity;GO:0000014//single-stranded DNA endodeoxyribonuclease activity;GO:0004017//adenylate kinase activity;GO:0004518//nuclease activity;GO:0004520//endodeoxyribonuclease activity;GO:0008311//double-stranded DNA 3'-5' exodeoxyribonuclease activity;GO:0043047//single-stranded telomeric DNA binding;GO:0051880//G-quadruplex DNA binding;GO:0000403//Y-form DNA binding;GO:0008296//3'-5'-exodeoxyribonuclease activity;GO:0045027//DNA end binding;GO:0030145//manganese ion bindingGO:0006284//base-excision repair;GO:0030437//ascospore formation;GO:0072422//signal transduction involved in DNA damage checkpoint;GO:0051037//regulation of transcription involved in meiotic cell cycle;GO:0006302//double-strand break repair;GO:0010791//DNA double-strand break processing involved in repair via synthesis-dependent strand annealing;GO:1990918//double-strand break repair involved in meiotic recombination;GO:0031573//intra-S DNA damage checkpoint;GO:0042138//meiotic DNA double-strand break formation;GO:0007131//reciprocal meiotic recombination;GO:0042769//DNA damage response, detection of DNA damage;GO:0035753//maintenance of DNA trinucleotide repeats;GO:0000727//double-strand break repair via break-induced replication;GO:1990898//meiotic DNA double-strand break clipping;GO:0097552//mitochondrial double-strand break repair via homologous recombination;GO:0000729//DNA double-strand break processing;GO:0010780//meiotic DNA double-strand break formation involved in reciprocal meiotic recombination;GO:0000724//double-strand break repair via homologous recombination;GO:0006303//double-strand break repair via nonhomologous end joining;GO:0000723//telomere maintenanceK10865//double-strand break repair protein MRE11NP_592935.1//Rad32 nuclease [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.647), miscRNA
2542294 NM_001019349.218.13 18.9 15.08 fmt1 GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0016742//hydroxymethyl-, formyl- and related transferase activity;GO:0004479//methionyl-tRNA formyltransferase activityGO:0071951//conversion of methionyl-tRNA to N-formyl-methionyl-tRNA;GO:0009058//biosynthetic process;GO:0070124//mitochondrial translational initiationK00604//methionyl-tRNA formyltransferase [EC:2.1.2.9]NP_593920.1//methionyl-tRNA formyltransferase Fmt1 (predicted) [Schizosaccharomyces pombe 972h-]putative methionyl-tRNA formyltransferase Fmt1 (fmt1), mRNA
2539952 NM_001021356.220.63 22.42 12.45 SPBC1709.14GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0051787//misfolded protein binding;GO:0046872//metal ion binding;GO:0000224//peptide-N4-(N-acetyl-beta-glucosaminyl)asparagine amidase activityGO:0071712//ER-associated misfolded protein catabolic process;GO:0035977//protein deglycosylation involved in glycoprotein catabolic process;GO:0006515//protein quality control for misfolded or incompletely synthesized proteins;GO:0006517//protein deglycosylation;GO:0006058//mannoprotein catabolic processK01456//peptide-N4-(N-acetyl-beta-glucosaminyl)asparagine amidase [EC:3.5.1.52]NP_595447.1//peptide N-glycanase (predicted) [Schizosaccharomyces pombe 972h-]putative peptide N-glycanase (SPBC1709.14), mRNA
2539571 NM_001022972.220.44 19.8 8.37 SPCC63.07 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0008193//tRNA guanylyltransferase activity;GO:0005525//GTP bindingGO:0006400//tRNA modification;GO:0008033//tRNA processingK10761//tRNA(His) guanylyltransferase [EC:2.7.7.79]NP_587981.1//tRNA guanylyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA guanylyltransferase (SPCC63.07), mRNA
2538754 NM_001023390.222.73 21.16 21.16 nup186 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0044611//nuclear pore inner ring;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0017056//structural constituent of nuclear poreGO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0006913//nucleocytoplasmic transport;GO:0006999//nuclear pore organizationK14310//nuclear pore complex protein Nup205NP_588399.1//nucleoporin Nup186 [Schizosaccharomyces pombe 972h-]nucleoporin Nup186 (nup186), mRNA
2540753 NM_001022533.220.53 18.08 7.44 cwf3 GO:0005634//nucleus;GO:0071012//catalytic step 1 spliceosome;GO:0000974//Prp19 complex;GO:0071013//catalytic step 2 spliceosome;GO:0071010//prespliceosome;GO:0071004//U2-type prespliceosome;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complexNA GO:0006396//RNA processing;GO:0006397//mRNA processing;GO:0000349//generation of catalytic spliceosome for first transesterification step;GO:0045292//mRNA cis splicing, via spliceosomeK12867//pre-mRNA-splicing factor SYF1NP_596612.1//complexed with Cdc5 protein Cwf3 [Schizosaccharomyces pombe 972h-]protein Cwf3 (cwf3), mRNA
2540720 NM_001021266.321.64 23.72 9.62 tor2 GO:0031931//TORC1 complex;GO:0034064//Tor2-Mei2-Ste11 complex;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0048471//perinuclear region of cytoplasmGO:0005319//lipid transporter activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0044877//macromolecular complex bindingGO:1900087//positive regulation of G1/S transition of mitotic cell cycle;GO:0030435//sporulation resulting in formation of a cellular spore;GO:0007165//signal transduction;GO:0006281//DNA repair;GO:0038202//TORC1 signaling;GO:0071851//mitotic G1 cell cycle arrest in response to nitrogen starvation;GO:0010972//negative regulation of G2/M transition of mitotic cell cycle;GO:2000060//positive regulation of protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0051321//meiotic cell cycle;GO:0010507//negative regulation of autophagy;GO:0010515//negative regulation of induction of conjugation with cellular fusionK07203//serine/threonine-protein kinase mTOR [EC:2.7.11.1]NP_595359.2//phosphatidylinositol kinase Tor2 [Schizosaccharomyces pombe 972h-]phosphatidylinositol kinase Tor2 (tor2), mRNA
2540679 NM_001021431.216.54 17.35 12.28 apn2 GO:0005634//nucleus;GO:0033768//SUMO-targeted ubiquitin ligase complex;GO:0000790//nuclear chromatinGO:0061630//ubiquitin protein ligase activity;GO:0003906//DNA-(apurinic or apyrimidinic site) lyase activity;GO:0003677//DNA binding;GO:0046872//metal ion binding;GO:0008311//double-stranded DNA 3'-5' exodeoxyribonuclease activity;GO:0004528//phosphodiesterase I activity;GO:0008270//zinc ion binding;GO:0140078//class I DNA-(apurinic or apyrimidinic site) lyase activity;GO:0140080//class III/IV DNA-(apurinic or apyrimidinic site) lyase activity;GO:0004519//endonuclease activityGO:0006281//DNA repair;GO:0034614//cellular response to reactive oxygen species;GO:0006284//base-excision repair;GO:1902546//positive regulation of DNA N-glycosylase activity;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0033234//negative regulation of protein sumoylation;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0006310//DNA recombinationK10772//AP endonuclease 2 [EC:4.2.99.18]NP_595522.1//AP-endonuclease Apn2 [Schizosaccharomyces pombe 972h-]AP-endonuclease Apn2 (apn2), partial mRNA

NR_150055.1 NR_150055.1 9.89 9.8 44.86 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1197), miscRNA
2538860 NM_001022696.223.72 20.61 17.58 rhp16 GO:0000113//nucleotide-excision repair factor 4 complex;GO:0005634//nucleus;GO:0031463//Cul3-RING ubiquitin ligase complex;GO:0000109//nucleotide-excision repair complexGO:0061630//ubiquitin protein ligase activity;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004842//ubiquitin-protein transferase activity;GO:0004003//ATP-dependent DNA helicase activity;GO:0046872//metal ion binding;GO:0003684//damaged DNA binding;GO:0008270//zinc ion binding;GO:0008094//DNA-dependent ATPase activityGO:0000715//nucleotide-excision repair, DNA damage recognition;GO:0000720//pyrimidine dimer repair by nucleotide-excision repair;GO:0034613//cellular protein localization;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0006289//nucleotide-excision repairK15083 NP_587701.1//ATP-dependent helicase [Schizosaccharomyces pombe 972h-]ATP-dependent helicase (rhp16), mRNA
2540007 NM_001022421.211.39 11.91 11.79 mok13 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005628//prospore membrane;GO:0005619//ascospore wallGO:0004556//alpha-amylase activity;GO:0047657//alpha-1,3-glucan synthase activity;GO:0003824//catalytic activityGO:0030476//ascospore wall assembly;GO:0070600//fungal-type cell wall (1->3)-alpha-glucan biosynthetic process;GO:0005975//carbohydrate metabolic processK00749 NP_596500.1//alpha-1,3-glucan synthase Mok13 [Schizosaccharomyces pombe 972h-]alpha-1,3-glucan synthase Mok13 (mok13), partial mRNA
2540465 NM_001021735.215.58 14.57 6.49 SPBC29A3.03cGO:0005634//nucleus;GO:0005829//cytosol;GO:0034657//GID complex;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0045721//negative regulation of gluconeogenesisK16489//protein SFI1NP_595831.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPBC29A3.03c), mRNA

NR_151001.1 NR_151001.1 6.01 3.95 0 NA GO:0005634//nucleus;GO:0031499//TRAMP complex;GO:0005730//nucleolusGO:0003723//RNA binding;GO:0004652//polynucleotide adenylyltransferase activity;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0043023//ribosomal large subunit bindingGO:0006396//RNA processing;GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0006397//mRNA processing;GO:0016077//snoRNA catabolic process;GO:0016078//tRNA catabolic process;GO:0043630//ncRNA polyadenylation involved in polyadenylation-dependent ncRNA catabolic processK03514//non-canonical poly(A) RNA polymerase PAPD5/7 [EC:2.7.7.19]NP_001018181.1//poly(A) polymerase Cid14 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.638), miscRNA
2543639 NM_001020125.219.36 18.95 9.55 tel2 GO:0031931//TORC1 complex;GO:0031932//TORC2 complex;GO:0070209//ASTRA complex;GO:0005829//cytosolNA GO:0006338//chromatin remodeling;GO:0007004//telomere maintenance via telomerase;GO:0072443//signal transduction involved in mitotic DNA replication checkpoint;GO:0001934//positive regulation of protein phosphorylationK11137//telomere length regulation proteinNP_594697.1//Tel2/Rad-5/Clk-2 family protein Tel2 [Schizosaccharomyces pombe 972h-]Tel2/Rad-5/Clk-2 family protein Tel2 (tel2), mRNA

NR_150331.1 NR_150331.1 14.48 12.67 10.05 NA GO:0051286//cell tip;GO:0005829//cytosol;GO:0000935//division septum;GO:0032153//cell division siteNA GO:0000917//division septum assemblyK01183//chitinase [EC:3.2.1.14];K19898NP_595659.1//septation protein Uds1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1447), miscRNA
2541856 NM_001019227.217.65 15.95 13.84 bub3 GO:0033597//mitotic checkpoint complex;GO:0000778//condensed nuclear chromosome kinetochore;GO:1990298//bub1-bub3 complexGO:0043130//ubiquitin bindingGO:0051301//cell division;GO:0034613//cellular protein localization;GO:0072480//signal transduction involved in mitotic spindle assembly checkpoint;GO:0007094//mitotic spindle assembly checkpointK02180//cell cycle arrest protein BUB3NP_593798.1//mitotic spindle checkpoint protein Bub3 [Schizosaccharomyces pombe 972h-]mitotic spindle checkpoint protein Bub3 (bub3), mRNA
2543064 NM_001356206.125.12 26.77 14.19 hrp3 GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0046695//SLIK (SAGA-like) complex;GO:0030874//nucleolar chromatin;GO:0000790//nuclear chromatinGO:0000182//rDNA binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0031490//chromatin DNA binding;GO:0035064//methylated histone binding;GO:0004386//helicase activity;GO:0044212//transcription regulatory region DNA binding;GO:0070615//nucleosome-dependent ATPase activity;GO:0008094//DNA-dependent ATPase activityGO:0034728//nucleosome organization;GO:0006338//chromatin remodeling;GO:0071441//negative regulation of histone H3-K14 acetylation;GO:0006369//termination of RNA polymerase II transcription;GO:0006368//transcription elongation from RNA polymerase II promoter;GO:1900050//negative regulation of histone exchange;GO:0043044//ATP-dependent chromatin remodeling;GO:0042766//nucleosome mobilization;GO:0001178//regulation of transcriptional start site selection at RNA polymerase II promoter;GO:0006363//termination of RNA polymerase I transcription;GO:0030466//chromatin silencing at silent mating-type cassette;GO:2000616//negative regulation of histone H3-K9 acetylation;GO:0006351//transcription, DNA-templated;GO:0016584//nucleosome positioning;GO:0060303//regulation of nucleosome density;GO:0071894//histone H2B conserved C-terminal lysine ubiquitination;GO:2000104//negative regulation of DNA-dependent DNA replicationK11367//chromodomain-helicase-DNA-binding protein 1 [EC:3.6.4.12]NP_594967.1//ATP-dependent DNA helicase Hrp3 [Schizosaccharomyces pombe 972h-]ATP-dependent DNA helicase Hrp3 (hrp3), mRNA

NR_149981.1 NR_149981.1 15.5 14.1 51.3 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.113), miscRNA
NR_150703.1 NR_150703.1 11.2 9.27 44.97 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.290), miscRNA

2542830 NM_001018744.215.8 18.2 14.88 SPAC57A10.08cGO:0005783//endoplasmic reticulum;GO:0005811//lipid droplet;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016787//hydrolase activity;GO:0016788//hydrolase activity, acting on ester bondsGO:0044255//cellular lipid metabolic processNA NP_593313.1//carboxylic ester hydrolase activity (predicted) [Schizosaccharomyces pombe 972h-]putative carboxylic ester hydrolase (SPAC57A10.08c), mRNA
2541360 NM_001022112.219.14 20.76 8.79 SPBP4H10.19cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0051082//unfolded protein binding;GO:0005509//calcium ion bindingGO:0006457//protein folding;GO:0006886//intracellular protein transport;GO:0030433//ubiquitin-dependent ERAD pathwayK08054//calnexinNP_596193.1//hypothetical protein SPBP4H10.19c [Schizosaccharomyces pombe 972h-]putative calreticulin/calnexin-like protein (SPBP4H10.19c), mRNA

NR_150984.1 NR_150984.1 14.46 12.18 7.59 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.621), miscRNA
2542883 NM_001019516.224.58 25.37 14.54 alm1 GO:0005634//nucleus;GO:0031097//medial cortex;GO:0005622//intracellularNA GO:0006606//protein import into nucleus;GO:0007094//mitotic spindle assembly checkpointK09291//nucleoprotein TPRNP_594092.1//medial ring protein Alm1 [Schizosaccharomyces pombe 972h-]medial ring protein Alm1 (alm1), mRNA
2540275 NM_001022012.216.13 12.68 5.29 SPBC3E7.09 GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0034975//protein folding in endoplasmic reticulumNA NP_596096.1//Sad1-UNC-like protein involved protein folding in the ER (predicted) [Schizosaccharomyces pombe 972h-]putative Sad1-UNC-like protein (SPBC3E7.09), mRNA
3361305 NM_001022002.220.34 19.71 8.14 sus1 GO:0000124//SAGA complex;GO:0071819//DUBm complex;GO:0005643//nuclear pore;GO:0070390//transcription export complex 2;GO:0000932//P-bodyGO:0003713//transcription coactivator activity;GO:0003682//chromatin bindingGO:0006406//mRNA export from nucleus;GO:0016578//histone deubiquitination;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylation;GO:0045893//positive regulation of transcription, DNA-templated;GO:0006368//transcription elongation from RNA polymerase II promoter;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0045944//positive regulation of transcription from RNA polymerase II promoterK11368//enhancer of yellow 2 transcription factorNP_001018822.1//SAGA complex subunit Sus1 [Schizosaccharomyces pombe 972h-]SAGA complex subunit Sus1 (sus1), mRNA
2539731 NM_001021049.117.05 18.77 12.73 SPBC1271.09GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0001406//glycerophosphodiester transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0001407//glycerophosphodiester transmembrane transportK08176//MFS transporter, PHS family, inorganic phosphate transporterNP_595141.1//glycerophosphodiester transporter (predicted) [Schizosaccharomyces pombe 972h-]putative glycerophosphodiester transporter (SPBC1271.09), partial mRNA
2541375 NM_001022459.223.86 21.2 7.52 SPBP8B7.31 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004725//protein tyrosine phosphatase activity;GO:0016791//phosphatase activityNA K17619//magnesium-dependent phosphatase 1 [EC:3.1.3.48 3.1.3.-]NP_596538.2//acid phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative acid phosphatase (SPBP8B7.31), mRNA
2542036 NM_001019877.218.29 19.16 9.57 SPAC23A1.19cGO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0000405//bubble DNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0043140//ATP-dependent 3'-5' DNA helicase activityGO:0010501//RNA secondary structure unwinding;GO:1901255//nucleotide-excision repair involved in interstrand cross-link repair;GO:0070914//UV-damage excision repair;GO:0006289//nucleotide-excision repairK06877 NP_594448.2//RecQ type DNA helicase Hrq1 (predicted) [Schizosaccharomyces pombe 972h-]putative RecQ type DNA helicase Hrq1 (SPAC23A1.19c), mRNA

NR_150299.1 NR_150299.1 21.39 14.34 67.31 NA GO:0005840//ribosome;GO:0005763//mitochondrial small ribosomal subunit;GO:0005739//mitochondrion;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0032543//mitochondrial translation;GO:0006412//translationNA NP_595464.1//mitochondrial ribosomal protein subunit S17 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1418), miscRNA
2542549 NM_001019210.221.6 20.1 13.05 SPAC19A8.11cGO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0098745//Dcp1-Dcp2 complex;GO:0033768//SUMO-targeted ubiquitin ligase complex;GO:0000790//nuclear chromatin;GO:0000932//P-body;GO:0005737//cytoplasm;GO:0035861//site of double-strand break;GO:0005845//mRNA cap binding complex;GO:0005829//cytosolGO:0000287//magnesium ion binding;GO:0003723//RNA binding;GO:0003677//DNA binding;GO:0050072//m7G(5')pppN diphosphatase activity;GO:0005524//ATP binding;GO:0030674//protein binding, bridging;GO:0016787//hydrolase activity;GO:0008270//zinc ion binding;GO:0016740//transferase activity;GO:0030145//manganese ion binding;GO:0003727//single-stranded RNA bindingGO:0006397//mRNA processing;GO:0006281//DNA repair;GO:0072583//clathrin-dependent endocytosis;GO:0031087//deadenylation-independent decapping of nuclear-transcribed mRNA;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0000290//deadenylation-dependent decapping of nuclear-transcribed mRNA;GO:0016192//vesicle-mediated transport;GO:0033234//negative regulation of protein sumoylation;GO:0034428//nuclear-transcribed mRNA catabolic process, exonucleolytic, 5'-3';GO:0051321//meiotic cell cycleK12613//mRNA-decapping enzyme subunit 2 [EC:3.6.1.62]NP_593780.1//mRNA decapping complex catalytic subunit Dcp2 [Schizosaccharomyces pombe 972h-]putative recombination protein Irc6 (SPAC19A8.11c), mRNA
2542681 NM_001019832.218.99 15.87 5.22 SPAC27E2.01GO:0005634//nucleus;GO:0009986//cell surface;GO:0005829//cytosolGO:0004556//alpha-amylase activity;GO:0005509//calcium ion bindingGO:0046379//extracellular polysaccharide metabolic process;GO:0005975//carbohydrate metabolic process;GO:0071852//fungal-type cell wall organization or biogenesisK01176//alpha-amylase [EC:3.2.1.1]NP_594401.1//glycosyl hydrolase family 13 protein [Schizosaccharomyces pombe 972h-]glycosyl hydrolase family 13 protein (SPAC27E2.01), mRNA
2543398 NM_001019243.219.1 16.5 13.06 SPAC4A8.02cGO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membraneGO:0004556//alpha-amylase activity;GO:0005509//calcium ion binding;GO:0103025//alpha-amylase activity (releasing maltohexaose)GO:0071852//fungal-type cell wall organization or biogenesis;GO:0016052//carbohydrate catabolic processK01176//alpha-amylase [EC:3.2.1.1]XP_001713068.1//alpha-amylase [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC4A8.02c), mRNA
2542877 NM_001018242.214.56 13.76 6.25 SPAC13G6.15cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0030346//protein phosphatase 2B binding;GO:0008597//calcium-dependent protein serine/threonine phosphatase regulator activityGO:0019722//calcium-mediated signalingNA NP_592841.1//calcipressin (predicted) [Schizosaccharomyces pombe 972h-]putative calcipressin (SPAC13G6.15c), mRNA
2543668 NM_001018780.317.74 19.39 13.59 fml1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0071821//FANCM-MHF complexGO:0005524//ATP binding;GO:0009378//four-way junction helicase activity;GO:0043140//ATP-dependent 3'-5' DNA helicase activity;GO:0005525//GTP binding;GO:1990163//ATP-dependent four-way junction helicase activity;GO:0003924//GTPase activity;GO:0000400//four-way junction DNA bindingGO:0071932//replication fork reversal;GO:0045128//negative regulation of reciprocal meiotic recombination;GO:0000732//strand displacement;GO:0006281//DNA repair;GO:0007264//small GTPase mediated signal transduction;GO:0031297//replication fork processing;GO:1903461//Okazaki fragment processing involved in mitotic DNA replication;GO:1902346//meiotic strand displacement involved in double-strand break repair via SDSAK06944//uncharacterized protein;K14635NP_593348.2//ATP-dependent 3' to 5' DNA helicase [Schizosaccharomyces pombe 972h-]ATP-dependent 3' to 5' DNA helicase (fml1), mRNA
2542000 NM_001019057.221.64 24.13 14.04 SPAC20H4.06cGO:0005634//nucleus;GO:0005829//cytosolGO:0003723//RNA bindingGO:0006397//mRNA processing;GO:0045292//mRNA cis splicing, via spliceosomeK13123//G patch domain-containing protein 1NP_593626.1//RNA-binding protein [Schizosaccharomyces pombe 972h-]RNA-binding protein (SPAC20H4.06c), mRNA
2540589 NM_001022291.222.89 21.1 15.01 mad2 GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0044732//mitotic spindle pole body;GO:1990498//mitotic spindle microtubule;GO:0033597//mitotic checkpoint complex;GO:0000778//condensed nuclear chromosome kinetochore;GO:0000790//nuclear chromatinGO:0010997//anaphase-promoting complex bindingGO:1905318//meiosis I spindle assembly checkpoint;GO:0044774//mitotic DNA integrity checkpoint;GO:0007094//mitotic spindle assembly checkpoint;GO:0033316//meiotic spindle assembly checkpoint;GO:0051312//chromosome decondensation;GO:0045841//negative regulation of mitotic metaphase/anaphase transition;GO:0051301//cell division;GO:1990492//mitotic cell cycle checkpoint inhibiting CAR assembly;GO:0072480//signal transduction involved in mitotic spindle assembly checkpointK02537//mitotic spindle assembly checkpoint protein MAD2NP_596370.1//spindle checkpoint protein Mad2 [Schizosaccharomyces pombe 972h-]spindle checkpoint protein Mad2 (mad2), mRNA
2541917 NM_001018585.225.66 21.06 12.92 SPAC23C4.17GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016428//tRNA (cytosine-5-)-methyltransferase activity;GO:0003723//RNA binding;GO:0000049//tRNA bindingGO:0030488//tRNA methylationK15334//multisite-specific tRNA:(cytosine-C5)-methyltransferase [EC:2.1.1.202]NP_593189.2//tRNA (cytosine-5-)-methyltransferase [Schizosaccharomyces pombe 972h-]tRNA (cytosine-5-)-methyltransferase (SPAC23C4.17), mRNA
2543228 NM_001019189.222.19 19.68 12.25 SPAC6B12.04cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0047536//2-aminoadipate transaminase activity;GO:0016212//kynurenine-oxoglutarate transaminase activity;GO:0030170//pyridoxal phosphate bindingGO:0034276//kynurenic acid biosynthetic processK14264 XP_013023256.1//aminotransferase class I and II [Schizosaccharomyces cryophilus OY26]putative aminotransferase class I and II (SPAC6B12.04c), mRNA

NR_150324.1 NR_150324.1 13.8 15.2 8.5 NA GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_595644.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1440), miscRNA
2538995 NM_001022718.215.56 16.03 21.76 SPCC320.06 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA bindingGO:0006397//mRNA processing;GO:0008380//RNA splicingK19719//collagen, type II, alphaNP_587722.1//RNA-binding protein Mde7 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC320.06), mRNA
2542098 NM_001018612.222.36 21.38 7.66 SPAC30D11.01cGO:0031160//spore wall;GO:0005783//endoplasmic reticulum;GO:0009986//cell surface;GO:0005576//extracellular regionGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0030246//carbohydrate binding;GO:0044654//starch alpha-glucosidase activity;GO:0032450//maltose alpha-glucosidase activity;GO:0090599//alpha-glucosidase activityGO:0009313//oligosaccharide catabolic process;GO:0005975//carbohydrate metabolic process;GO:0000025//maltose catabolic process;GO:0016052//carbohydrate catabolic process;GO:0044247//cellular polysaccharide catabolic processK01187//alpha-glucosidase [EC:3.2.1.20]NP_593216.2//alpha-glucosidase (predicted) [Schizosaccharomyces pombe 972h-]putative alpha-glucosidase (SPAC30D11.01c), mRNA
2542420 NM_001020330.222.4 19.85 12.88 cid1 GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0050265//RNA uridylyltransferase activity;GO:0000287//magnesium ion binding;GO:0003723//RNA binding;GO:0004652//polynucleotide adenylyltransferase activity;GO:0002134//UTP binding;GO:0005524//ATP bindingGO:0036450//polyuridylation-dependent decapping of nuclear-transcribed mRNA;GO:0071076//RNA 3' uridylationK13291//terminal uridylyltransferase [EC:2.7.7.52]NP_594901.1//poly(A) polymerase Cid1 [Schizosaccharomyces pombe 972h-]poly(A) polymerase Cid1 (cid1), mRNA

NR_150086.1 NR_150086.1 14.43 13.83 17.25 NA NA GO:0016787//hydrolase activityNA K06889//uncharacterized proteinGAD94788.1//conserved hypothetical protein [Byssochlamys spectabilis No. 5]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1224), miscRNA
2539099 NM_001023016.215.2 16.56 122.45 pog1 GO:0005739//mitochondrion;GO:0005760//gamma DNA polymerase complexGO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0008408//3'-5' exonuclease activityGO:0006264//mitochondrial DNA replicationK02332//DNA polymerase gamma 1 [EC:2.7.7.7]NP_588025.2//mitochondrial DNA polymerase [Schizosaccharomyces pombe 972h-]DNA polymerase (pog1), mRNA
2539838 NM_001022626.225.22 25.08 5.94 cdc23 GO:0035861//site of double-strand break;GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0031298//replication fork protection complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0003688//DNA replication origin binding;GO:0003697//single-stranded DNA binding;GO:0046872//metal ion binding;GO:0003896//DNA primase activity;GO:1904931//MCM complex bindingGO:1903934//positive regulation of DNA primase activity;GO:0006260//DNA replication;GO:1900264//positive regulation of DNA-directed DNA polymerase activity;GO:0051301//cell division;GO:0001934//positive regulation of protein phosphorylation;GO:0006270//DNA replication initiation;GO:0007049//cell cycleK10736//minichromosome maintenance protein 10NP_596702.1//MCM-associated protein Mcm10 [Schizosaccharomyces pombe 972h-]MCM-associated protein Mcm10 (cdc23), mRNA
2542894 NM_001020107.318.69 16.47 11.22 SPAC144.17cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004331//fructose-2,6-bisphosphate 2-phosphatase activity;GO:0005524//ATP binding;GO:0003873//6-phosphofructo-2-kinase activityGO:0006003//fructose 2,6-bisphosphate metabolic process;GO:0016226//iron-sulfur cluster assembly;GO:0007059//chromosome segregation;GO:0006000//fructose metabolic processK19030//6-phosphofructo-2-kinase / fructose-2,6-biphosphatase 4 [EC:2.7.1.105 3.1.3.46]NP_594678.2//6-phosphofructo-2-kinase (predicted) [Schizosaccharomyces pombe 972h-]putative 6-phosphofructo-2-kinase (SPAC144.17c), mRNA
2541321 NM_001356222.117.33 18.07 8.78 mis15 GO:0005634//nucleus;GO:0031511//Mis6-Sim4 complex;GO:0000778//condensed nuclear chromosome kinetochore;GO:0000779//condensed chromosome, centromeric regionNA GO:0034508//centromere complex assembly;GO:0000070//mitotic sister chromatid segregation;GO:0051301//cell division;GO:0061641//CENP-A containing chromatin organizationK11551 XP_001713131.2//kinetochore protein Mis15 [Schizosaccharomyces pombe 972h-]kinetochore protein Mis15 (mis15), partial mRNA
2543284 NM_001018815.219.18 18.23 6.41 ptb1 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005968//Rab-protein geranylgeranyltransferase complex;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0008270//zinc ion binding;GO:0017137//Rab GTPase binding;GO:0004663//Rab geranylgeranyltransferase activityGO:0000481//maturation of 5S rRNA;GO:0072659//protein localization to plasma membrane;GO:0045292//mRNA cis splicing, via spliceosome;GO:0018344//protein geranylgeranylation;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0000387//spliceosomal snRNP assemblyK11984//U4/U6.U5 tri-snRNP-associated protein 1;K05956//geranylgeranyl transferase type-2 subunit beta [EC:2.5.1.60]NP_593382.1//U4/U6 x U5 tri-snRNP complex subunit Snu66 (predicted) [Schizosaccharomyces pombe 972h-]geranylgeranyltransferase type 2 beta subunit Ptb1 (ptb1), mRNA
2539250 NM_001022671.211.61 9.04 9.2 nic1 GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0005789//endoplasmic reticulum membraneGO:0046872//metal ion binding;GO:0044750//high-affinity nickel cation transmembrane transporter activity;GO:0003824//catalytic activity;GO:0016491//oxidoreductase activity;GO:0050662//coenzyme bindingGO:0098716//nickel cation import across plasma membraneK07241 NP_587677.1//epimarase (predicted) [Schizosaccharomyces pombe 972h-]NiCoT heavy metal ion transporter Nic1 (nic1), mRNA
2539139 NM_001023480.2 18 17.68 11.99 mrpl33 GO:0005634//nucleus;GO:0005762//mitochondrial large ribosomal subunit;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK01648//ATP citrate (pro-S)-lyase [EC:2.3.3.8]NP_588490.1//mitochondrial ribosomal protein subunit YmL33 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit YmL33 (mrpl33), mRNA
2541055 NM_001021367.229.91 36.68 19.7 wis1 GO:0031416//NatB complex;GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005829//cytosol;GO:1990315//Mcs4 RR-MAPKKK complex;GO:0005737//cytoplasmGO:0004596//peptide alpha-N-acetyltransferase activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0004708//MAP kinase kinase activity;GO:0005078//MAP-kinase scaffold activityGO:0000169//activation of MAPK activity involved in osmosensory signaling pathway;GO:0000208//MAPK import into nucleus involved in osmosensory signaling pathway;GO:0034605//cellular response to heat;GO:0006972//hyperosmotic response;GO:0007015//actin filament organization;GO:0071470//cellular response to osmotic stress;GO:0036283//positive regulation of transcription factor import into nucleus in response to oxidative stress;GO:0051301//cell division;GO:0034599//cellular response to oxidative stress;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0007049//cell cycle;GO:0042981//regulation of apoptotic process;GO:0051403//stress-activated MAPK cascadeK11227 NP_595457.1//MAP kinase kinase Wis1 [Schizosaccharomyces pombe 972h-]MAP kinase kinase Wis1 (wis1), mRNA

NR_150944.1 NR_150944.1 31.25 39 28.73 NA GO:0005634//nucleus;GO:0009986//cell surface;GO:1990819//actin fusion focus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005576//extracellular region;GO:0005737//cytoplasmGO:0004338//glucan exo-1,3-beta-glucosidase activity;GO:0046557//glucan endo-1,6-beta-glucosidase activityGO:0009251//glucan catabolic process;GO:0070879//fungal-type cell wall beta-glucan metabolic process;GO:1904541//fungal-type cell wall disassembly involved in conjugation with cellular fusionK03845//alpha-1,3-mannosyltransferase [EC:2.4.1.258];K01210NP_596224.1//glucan 1,3-beta-glucosidase Exg3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.573), miscRNA
NR_150349.1 NR_150349.1 14.76 13.33 18.83 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1464), miscRNA

2541753 NM_001020257.220.71 19.6 28.22 SPAC22E12.02GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0019172//glyoxalase III activityGO:0036525//protein deglycation;GO:1990748//cellular detoxification;GO:0045292//mRNA cis splicing, via spliceosomeK05687//protein DJ-1 [EC:3.5.1.124]NP_594828.1//RNA-binding protein [Schizosaccharomyces pombe 972h-]RNA-binding protein (SPAC22E12.02), mRNA
2539788 NM_001022305.223.3 22.2 12.62 dph2 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016740//transferase activityGO:0017183//peptidyl-diphthamide biosynthetic process from peptidyl-histidine;GO:2000765//regulation of cytoplasmic translationK17866//diphthamide biosynthesis protein 2NP_596384.1//diphthamide biosynthesis protein (predicted) [Schizosaccharomyces pombe 972h-]putative diphthamide biosynthesis protein (dph2), mRNA
2539831 NM_001021833.217.97 16.43 7.64 SPBC15C4.05GO:0005829//cytosol;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0043024//ribosomal small subunit binding;GO:0003676//nucleic acid bindingGO:0006396//RNA processing;GO:0002183//cytoplasmic translational initiationK18995//ATP-dependent RNA helicase DHX29 [EC:3.6.4.13]NP_595925.1//ATP-dependent RNA/DNA helicase (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA/DNA helicase (SPBC15C4.05), mRNA

NR_150466.1 NR_150466.1 21.59 16.22 7.55 NA GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0034399//nuclear peripheryGO:0046872//metal ion bindingGO:0000226//microtubule cytoskeleton organization;GO:0051301//cell division;GO:0007049//cell cycle;GO:0061246//establishment or maintenance of bipolar cell polarity regulating cell shapeK14321//nucleoporin-like protein 2;K18716//nucleoporin NUP42NP_596250.1//nuclear rim protein Amo1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1575), miscRNA
2538927 NM_001023027.218.67 17.75 12.42 yps1 GO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0009277//fungal-type cell wall;GO:0005618//cell wall;GO:0005576//extracellular region;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0008233//peptidase activity;GO:0004190//aspartic-type endopeptidase activityGO:0006508//proteolysis;GO:0031505//fungal-type cell wall organization;GO:0030163//protein catabolic processK01383;K06009;K06005NP_588035.1//aspartic protease, yapsin Yps1 [Schizosaccharomyces pombe 972h-]yapsin Yps1 (yps1), mRNA
2543124 NM_001019621.225.95 22.05 13.98 mvp1 GO:0005768//endosome;GO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0019898//extrinsic component of membrane;GO:0005829//cytosol;GO:0000407//phagophore assembly siteGO:0032266//phosphatidylinositol-3-phosphate binding;GO:0035091//phosphatidylinositol bindingGO:0097749//membrane tubulation;GO:0016050//vesicle organization;GO:0006623//protein targeting to vacuole;GO:0042147//retrograde transport, endosome to Golgi;GO:0006897//endocytosis;GO:0006914//autophagyK17922//sorting nexin-8NP_594197.1//sorting nexin Mvp1 (predicted) [Schizosaccharomyces pombe 972h-]putative sorting nexin Mvp1 (mvp1), partial mRNA
2540707 NM_001021581.322.59 17.98 19.7 cdc28 GO:0071006//U2-type catalytic step 1 spliceosome;GO:0005681//spliceosomal complex;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0000349//generation of catalytic spliceosome for first transesterification step;GO:0000398//mRNA splicing, via spliceosomeK12813//pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 [EC:3.6.4.13]NP_595686.2//ATP-dependent RNA helicase Cdc28 [Schizosaccharomyces pombe 972h-]ATP-dependent RNA helicase Cdc28 (cdc28), mRNA

NR_149854.1 NR_149854.1 12.3 19.82 50.79 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1014), miscRNA
2541091 NM_001022060.221.31 18.65 16.76 SPBC685.08 GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_596142.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC685.08), mRNA
2541764 NM_001018428.211.19 12.93 2.89 rgs1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0005096//GTPase activator activityGO:0090029//negative regulation of pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0010969//regulation of pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0035556//intracellular signal transduction;GO:0019236//response to pheromoneK19838 NP_593029.1//regulator of G-protein signaling Rgs1 [Schizosaccharomyces pombe 972h-]G-protein-signaling regulator Rgs1 (rgs1), mRNA
2543259 NM_001018942.226.25 28.9 202.36 urg1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008686//3,4-dihydroxy-2-butanone-4-phosphate synthase activity;GO:0046872//metal ion binding;GO:0003935//GTP cyclohydrolase II activity;GO:0005525//GTP bindingGO:0009231//riboflavin biosynthetic processNA NP_593508.1//GTP cyclohydrolase II (predicted) [Schizosaccharomyces pombe 972h-]putative GTP cyclohydrolase II (urg1), mRNA

NR_150540.1 NR_150540.1 30.98 26.1 13.49 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0000727//double-strand break repair via break-induced replication;GO:0006270//DNA replication initiation;GO:0008360//regulation of cell shape;GO:0031322//ascospore-type prospore-specific spindle pole body remodeling;GO:0018105//peptidyl-serine phosphorylation;GO:0051301//cell division;GO:0034504//protein localization to nucleus;GO:0007135//meiosis IIK02214//cell division control protein 7 [EC:2.7.11.1]NP_596598.1//serine/threonine protein kinase Spo4 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1644), miscRNA
2539357 NM_001023448.216.42 19.2 10.2 prp18 GO:0005634//nucleus;GO:0005786//signal recognition particle, endoplasmic reticulum targeting;GO:0071021//U2-type post-spliceosomal complex;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005682//U5 snRNP;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0008312//7S RNA bindingGO:0071048//nuclear retention of unspliced pre-mRNA at the site of transcription;GO:0000350//generation of catalytic spliceosome for second transesterification step;GO:0006616//SRP-dependent cotranslational protein targeting to membrane, translocation;GO:0006617//SRP-dependent cotranslational protein targeting to membrane, signal sequence recognition;GO:0008380//RNA splicing;GO:0045292//mRNA cis splicing, via spliceosomeK12817//pre-mRNA-splicing factor 18;K03105//signal recognition particle subunit SRP19NP_588457.1//U5 snRNP-associated protein Prp18 (predicted) [Schizosaccharomyces pombe 972h-]putative U5 snRNP-associated protein Prp18 (prp18), mRNA
2540096 NM_001022620.226.35 26.27 25.07 tim54 GO:0016021//integral component of membrane;GO:0042721//mitochondrial inner membrane protein insertion complexGO:0008565//protein transporter activityGO:0045039//protein import into mitochondrial inner membraneK17792 NP_596696.1//TIM22 inner membrane protein import complex subunit Tim54 (predicted) [Schizosaccharomyces pombe 972h-]putative TIM22 inner membrane protein import complex subunit Tim54 (tim54), mRNA
2543481 NM_001019319.228.65 29.91 22.04 cig2 GO:0005634//nucleus;GO:0000307//cyclin-dependent protein kinase holoenzyme complex;GO:0044732//mitotic spindle pole body;GO:0005887//integral component of plasma membrane;GO:0071627//integral component of fungal-type vacuolar membrane;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0005388//calcium-transporting ATPase activity;GO:0005509//calcium ion binding;GO:0061575//cyclin-dependent protein serine/threonine kinase activator activityGO:1900087//positive regulation of G1/S transition of mitotic cell cycle;GO:0070588//calcium ion transmembrane transport;GO:0007089//traversing start control point of mitotic cell cycle;GO:0051301//cell division;GO:0072450//signal transduction involved in G1 cell size control checkpoint;GO:0000746//conjugation;GO:0031138//negative regulation of conjugation with cellular fusion;GO:0006874//cellular calcium ion homeostasisK01537//Ca2+-transporting ATPase [EC:3.6.3.8];K02220NP_593889.1//G1/S-specific B-type cyclin Cig2 [Schizosaccharomyces pombe 972h-]G1/S-specific B-type cyclin Cig2 (cig2), mRNA
2540537 NM_001022635.223.1 20.77 10.97 SPBC56F2.07cGO:0005829//cytosolGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0042273//ribosomal large subunit biogenesisK14575//AAA family ATPaseNP_596710.1//ribosome biogenesis factor recycling AAA family ATPase (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis factor recycling AAA family ATPase (SPBC56F2.07c), mRNA
2542118 NM_001020031.222.64 20.12 5.93 lys7 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0008897//holo-[acyl-carrier-protein] synthase activityGO:0009085//lysine biosynthetic process;GO:0019878//lysine biosynthetic process via aminoadipic acidK06133//4'-phosphopantetheinyl transferase [EC:2.7.8.-]NP_594603.1//alpha-aminoadipate reductase phosphopantetheinyl transferase Lys7 [Schizosaccharomyces pombe 972h-]alpha-aminoadipate reductase phosphopantetheinyl transferase Lys7 (lys7), mRNA
2538863 NM_001355874.118.14 16.79 7.05 mug174 GO:0005634//nucleus;GO:0005737//cytoplasmNA GO:0030435//sporulation resulting in formation of a cellular spore;GO:0051321//meiotic cell cycleK11294//nucleolin;K01183//chitinase [EC:3.2.1.14]NP_587796.1//mug174 protein [Schizosaccharomyces pombe 972h-]meiotically upregulated gene Mug174 (mug174), mRNA

NR_149851.1 NR_149851.1 14.51 12.7 34.12 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0046872//metal ion binding;GO:0005525//GTP binding;GO:0061483//sulfinylpropanyl adenylate synthase;GO:0004019//adenylosuccinate synthase activityGO:0044208//'de novo' AMP biosynthetic process;GO:0006164//purine nucleotide biosynthetic process;GO:0046086//adenosine biosynthetic process;GO:0046040//IMP metabolic process;GO:0006106//fumarate metabolic process;GO:0071276//cellular response to cadmium ionK01939//adenylosuccinate synthase [EC:6.3.4.4]AAA70333.1//adenylosuccinate synthetase [Schizosaccharomyces pombe]antisense RNA (predicted) (SPNCRNA.1011), miscRNA
2541247 NM_001021171.219.02 18.19 12.44 kms2 GO:0034993//LINC complex;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:1990608//mitotic spindle pole body localization to nuclear envelope;GO:0051321//meiotic cell cycle;GO:0071790//establishment of spindle pole body localization to nuclear envelope;GO:0051301//cell division;GO:1903087//mitotic spindle pole body duplication;GO:0007052//mitotic spindle organizationNA NP_595264.1//spindle pole body protein Kms2 [Schizosaccharomyces pombe 972h-]protein Kms2 (kms2), mRNA
2538875 NM_001022859.317.39 16.89 16.64 bir1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0000778//condensed nuclear chromosome kinetochore;GO:1990023//mitotic spindle midzone;GO:0031618//nuclear pericentric heterochromatin;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0032133//chromosome passenger complexGO:0046872//metal ion binding;GO:0004842//ubiquitin-protein transferase activityGO:1902412//regulation of mitotic cytokinesis;GO:0007076//mitotic chromosome condensation;GO:0000070//mitotic sister chromatid segregation;GO:0090307//mitotic spindle assembly;GO:0034501//protein localization to kinetochore;GO:0051301//cell division;GO:0034503//protein localization to nucleolar rDNA repeats;GO:0009966//regulation of signal transductionK20361;K11294//nucleolinNP_587866.3//survivin, Bir1 [Schizosaccharomyces pombe 972h-]survivin Bir1 (bir1), mRNA
2538763 NM_001022847.215.17 16.41 6.21 mis18 GO:0000778//condensed nuclear chromosome kinetochore;GO:0000785//chromatin;GO:0098654//CENP-A recruiting complex;GO:0005737//cytoplasmGO:0046872//metal ion bindingGO:0000070//mitotic sister chromatid segregation;GO:0051301//cell division;GO:0034080//CENP-A containing nucleosome assembly;GO:0061641//CENP-A containing chromatin organization;GO:0051382//kinetochore assemblyK11564//kinetochore protein Mis18NP_587854.2//kinetochore protein Mis18 [Schizosaccharomyces pombe 972h-]kinetochore protein Mis18 (mis18), partial mRNA
2539228 NM_001022990.226.45 21.13 10.33 ubp1 GO:0005783//endoplasmic reticulumGO:0004843//thiol-dependent ubiquitin-specific protease activityGO:0006511//ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitinationK11835//ubiquitin carboxyl-terminal hydrolase 4/11 [EC:3.4.19.12]NP_587999.1//ubiquitin C-terminal hydrolase Ubp1 [Schizosaccharomyces pombe 972h-]ubiquitin hydrolase Ubp1 (ubp1), mRNA
2539817 NM_001021299.217.71 17.69 10.19 cut3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000799//nuclear condensin complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0003697//single-stranded DNA binding;GO:0005524//ATP binding;GO:1990814//DNA/DNA annealing activity;GO:0003690//double-stranded DNA binding;GO:0016887//ATPase activityGO:0000733//DNA strand renaturation;GO:0051301//cell division;GO:0007076//mitotic chromosome condensationK06675//structural maintenance of chromosome 4NP_595392.1//condensin complex subunit Cut3 [Schizosaccharomyces pombe 972h-]condensin complex subunit Cut3 (cut3), mRNA
2542732 NM_001019956.212.98 12.99 7.74 cut7 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0072687//meiotic spindle;GO:0015630//microtubule cytoskeleton;GO:1990023//mitotic spindle midzone;GO:0005737//cytoplasm;GO:0005875//microtubule associated complex;GO:0000778//condensed nuclear chromosome kinetochore;GO:0005876//spindle microtubule;GO:0005871//kinesin complexGO:0005524//ATP binding;GO:0003777//microtubule motor activity;GO:0008017//microtubule binding;GO:0008574//ATP-dependent microtubule motor activity, plus-end-directedGO:0007018//microtubule-based movement;GO:0051301//cell division;GO:0000073//spindle pole body separation;GO:0099606//microtubule plus-end directed mitotic chromosome migration;GO:0051256//mitotic spindle midzone assemblyK10398//kinesin family member 11NP_594527.1//kinesin-like protein Cut7 [Schizosaccharomyces pombe 972h-]kinesin-like protein Cut7 (cut7), mRNA
2538752 NM_001023472.223.31 23.75 7 SPCC830.11cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0017111//nucleoside-triphosphatase activity;GO:0004017//adenylate kinase activity;GO:0016887//ATPase activityGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0006364//rRNA processingK18532//adenylate kinase [EC:2.7.4.3]NP_588481.1//nucleoside-triphosphatase involved in SSU-rRNA maturation (predicted) [Schizosaccharomyces pombe 972h-]putative nucleoside-triphosphatase (SPCC830.11c), mRNA
2539014 NM_001022926.217.19 14.5 9.89 SPCC18B5.05cGO:0005634//nucleus;GO:0005829//cytosolGO:0008902//hydroxymethylpyrimidine kinase activity;GO:0005524//ATP binding;GO:0008972//phosphomethylpyrimidine kinase activityGO:0009228//thiamine biosynthetic process;GO:0009229//thiamine diphosphate biosynthetic processK00877 NP_587935.1//phosphomethylpyrimidine kinase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphomethylpyrimidine kinase (SPCC18B5.05c), mRNA
2542796 NM_001018518.29.91 9.15 4.46 mcb1 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0042555//MCM complex;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0003682//chromatin bindingGO:0007062//sister chromatid cohesion;GO:1902969//mitotic DNA replicationK06997//PLP dependent proteinNP_593122.1//mini-chromosome maintenance complex-binding protein mcb1 [Schizosaccharomyces pombe 972h-]mini-chromosome maintenance complex-binding protein mcb1 (mcb1), mRNA
2541643 NM_001020350.217.27 17 9.29 rad17 GO:0005634//nucleus;GO:0031389//Rad17 RFC-like complex;GO:1990421//subtelomeric heterochromatin;GO:0000790//nuclear chromatinGO:0003689//DNA clamp loader activity;GO:0005524//ATP binding;GO:0003682//chromatin bindingGO:0033314//mitotic DNA replication checkpoint;GO:0031573//intra-S DNA damage checkpoint;GO:0007095//mitotic G2 DNA damage checkpoint;GO:0006281//DNA repair;GO:0007049//cell cycle;GO:0000723//telomere maintenanceK06662//cell cycle checkpoint proteinNP_594918.1//RFC related checkpoint protein Rad17 [Schizosaccharomyces pombe 972h-]RFC-like checkpoint protein Rad17 (rad17), mRNA
2540115 NM_001022207.217.95 17.04 9.4 rap1 GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0000784//nuclear chromosome, telomeric region;GO:0071687//horsetail nucleus leading edge;GO:0035974//meiotic spindle pole bodyGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0000722//telomere maintenance via recombination;GO:0031860//telomeric 3' overhang formation;GO:0031848//protection from non-homologous end joining at telomere;GO:0006348//chromatin silencing at telomere;GO:0006366//transcription from RNA polymerase II promoter;GO:0044820//mitotic telomere tethering at nuclear periphery;GO:0032121//meiotic attachment of telomeric heterochromatin to spindle pole body;GO:0032211//negative regulation of telomere maintenance via telomerase;GO:1901581//negative regulation of telomeric RNA transcription from RNA pol II promoter;GO:0000723//telomere maintenanceNA NP_596285.1//telomere binding protein Rap1 [Schizosaccharomyces pombe 972h-]telomere-binding protein Rap1 (rap1), mRNA
2539966 NM_001356225.120.59 21.09 10.7 sws1 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005829//cytosol;GO:0097196//Shu complexGO:0008270//zinc ion bindingGO:0000725//recombinational repairNA NP_595626.1//SWIM domain containing-Srs2 interacting protein 1 [Schizosaccharomyces pombe 972h-]SWIM domain-containing Srs2-interacting protein 1 (sws1), mRNA
2540031 NM_001020990.316.34 24.24 83.93 fbp1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0042597//periplasmic spaceGO:0046872//metal ion binding;GO:0042132//fructose 1,6-bisphosphate 1-phosphatase activityGO:0005986//sucrose biosynthetic process;GO:0006002//fructose 6-phosphate metabolic process;GO:0006094//gluconeogenesis;GO:0006000//fructose metabolic process;GO:0005975//carbohydrate metabolic process;GO:0072593//reactive oxygen species metabolic process;GO:0042149//cellular response to glucose starvation;GO:0030388//fructose 1,6-bisphosphate metabolic processK03841//fructose-1,6-bisphosphatase I [EC:3.1.3.11]NP_595083.2//fructose-1,6-bisphosphatase Fbp1 [Schizosaccharomyces pombe 972h-]fructose-1,6-bisphosphatase Fbp1 (fbp1), mRNA
2542841 NM_001019085.223.21 24.72 16.61 SPAC13F5.05GO:0005788//endoplasmic reticulum lumen;GO:0005783//endoplasmic reticulum;GO:0005739//mitochondrionGO:0015035//protein disulfide oxidoreductase activity;GO:0003756//protein disulfide isomerase activityGO:0006457//protein folding;GO:0034976//response to endoplasmic reticulum stress;GO:0045454//cell redox homeostasisK09584//protein disulfide-isomerase A6 [EC:5.3.4.1]NP_593653.1//thioredoxin family protein (predicted) [Schizosaccharomyces pombe 972h-]putative thioredoxin family protein (SPAC13F5.05), mRNA
2539881 NM_001023781.216.57 16.88 2.01 top3 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005739//mitochondrion;GO:0031422//RecQ helicase-Topo III complexGO:0003677//DNA binding;GO:0003917//DNA topoisomerase type I activity;GO:0003916//DNA topoisomerase activityGO:0000712//resolution of meiotic recombination intermediates;GO:0043007//maintenance of rDNA;GO:0007131//reciprocal meiotic recombination;GO:0007004//telomere maintenance via telomerase;GO:1902969//mitotic DNA replication;GO:0000018//regulation of DNA recombination;GO:0006265//DNA topological change;GO:0007064//mitotic sister chromatid cohesion;GO:0006301//postreplication repairK03165//DNA topoisomerase III [EC:5.99.1.2]NP_596761.1//DNA topoisomerase III [Schizosaccharomyces pombe 972h-]DNA topoisomerase III (top3), mRNA
2540666 NM_001022604.222.8 20.62 15.22 git11 GO:0005634//nucleus;GO:0005834//heterotrimeric G-protein complex;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0004871//signal transducer activityGO:0010619//adenylate cyclase-activating glucose-activated G-protein coupled receptor signaling pathway;GO:0045014//negative regulation of transcription by glucose;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0043085//positive regulation of catalytic activityNA NP_596681.1//heterotrimeric G protein gamma subunit Git11 [Schizosaccharomyces pombe 972h-]heterotrimeric G protein gamma subunit Git11 (git11), mRNA

NR_150198.1 NR_150198.1 15.17 16.29 5.32 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1325), miscRNA
NR_150541.1 NR_150541.1 20.08 16.05 6.56 NA GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0034066//RIC1-RGP1 guanyl-nucleotide exchange factor complex;GO:0032045//guanyl-nucleotide exchange factor complex;GO:0000139//Golgi membraneGO:0017112//Rab guanyl-nucleotide exchange factor activity;GO:0017137//Rab GTPase bindingGO:0042147//retrograde transport, endosome to Golgi;GO:1904515//positive regulation of TORC2 signalingK20477//RAB6A-GEF complex partner protein 2AAB84238.1//Sat1, partial [Schizosaccharomyces pombe]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1645), miscRNA

2542699 NM_001018220.213.98 10.89 5.7 SPAC5H10.07GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA NA NA NP_592820.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC5H10.07), partial mRNA
2543187 NM_001018856.219.65 18.96 11.93 apc11 GO:0005634//nucleus;GO:0005829//cytosol;GO:0034657//GID complex;GO:0005737//cytoplasm;GO:0005680//anaphase-promoting complexGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0097602//cullin family protein bindingGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0051301//cell division;GO:0045721//negative regulation of gluconeogenesis;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0007049//cell cycleK03358//anaphase-promoting complex subunit 11NP_593424.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]anaphase-promoting complex subunit Apc11 (apc11), mRNA
2543126 NM_001020381.218.75 15.91 10.93 SPAP8A3.11cGO:0031314//extrinsic component of mitochondrial inner membrane;GO:0019898//extrinsic component of membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0000287//magnesium ion binding;GO:0043022//ribosome binding;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0032543//mitochondrial translationK03979//GTPase [EC:3.6.5.-]NP_594950.1//mitochondrial GTPase Mtg2 (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase Mtg2 (SPAP8A3.11c), mRNA
2539155 NM_001022949.211.04 10.14 7.28 spc7 GO:0005634//nucleus;GO:0005816//spindle pole body;GO:0000779//condensed chromosome, centromeric region;GO:0032153//cell division site;GO:0000941//condensed nuclear chromosome inner kinetochore;GO:0000778//condensed nuclear chromosome kinetochore;GO:0005829//cytosol;GO:0031617//NMS complexGO:0051010//microtubule plus-end bindingGO:1990299//Bub1-Bub3 complex localization to kinetochore;GO:1902426//deactivation of mitotic spindle assembly checkpoint;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0051321//meiotic cell cycle;GO:0051301//cell division;GO:1990758//mitotic sister chromatid biorientation;GO:0007020//microtubule nucleationK11563 NP_587958.1//kinetochore protein Spc7 [Schizosaccharomyces pombe 972h-]kinetochore protein Spc7 (spc7), mRNA
2541221 NM_001022413.213.35 11.78 12.99 rft1 GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0005319//lipid transporter activity;GO:0004359//glutaminase activity;GO:0016833//oxo-acid-lyase activity;GO:0000107//imidazoleglycerol-phosphate synthase activityGO:0034203//glycolipid translocation;GO:0006541//glutamine metabolic process;GO:0008643//carbohydrate transport;GO:0000105//histidine biosynthetic processK01663//glutamine amidotransferase / cyclase [EC:2.4.2.- 4.1.3.-];K06316//oligosaccharide translocation protein RFT1NP_596493.1//Man5GlcNac2-PP-Dol translocation protein Rft1 (predicted) [Schizosaccharomyces pombe 972h-]putative Man5GlcNac2-PP-Dol translocation protein Rft1 (rft1), mRNA
2539370 NM_001023209.219.27 19.05 15.16 mug160 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0051321//meiotic cell cycleK19323//ataxin-10;K18932//palmitoyltransferase [EC:2.3.1.225]NP_588219.2//hypothetical protein SPCC584.14 [Schizosaccharomyces pombe 972h-]ATXN10 family protein (mug160), mRNA
9407224 NM_001355843.140.42 52.06 25.89 spo2 GO:0035974//meiotic spindle pole body;GO:0005737//cytoplasmNA GO:0030437//ascospore formation;GO:0034613//cellular protein localization;GO:0031322//ascospore-type prospore-specific spindle pole body remodelingNA O42926.1//RecName: Full=Vacuolar protein sorting-associated protein 13bprotein Spo2 (spo2), partial mRNA

NR_150007.1 NR_150007.1 27 47.57 560.03 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0003824//catalytic activity;GO:0016491//oxidoreductase activity;GO:0050662//coenzyme bindingNA K17741 NP_593981.1//flavonol reductase/cinnamoyl-CoA reductase family [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1153), miscRNA
2543454 NM_001019505.216.83 18.01 13.12 png1 GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleusGO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0035064//methylated histone bindingGO:1900404//positive regulation of DNA repair by positive regulation of transcription from RNA polymerase II promoter;GO:0006281//DNA repair;GO:2000873//regulation of histone H4 acetylation involved in response to DNA damage stimulus;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templatedK11396 NP_594080.1//chromatin modification-related protein [Schizosaccharomyces pombe 972h-]chromatin modification-related protein (png1), mRNA

NR_151143.1 NR_151143.1 20.6 15.81 9.11 NA GO:0051286//cell tip;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compoundsGO:0005975//carbohydrate metabolic processK19849;K19848;K01183//chitinase [EC:3.2.1.14]NP_593527.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.769), miscRNA
2540809 NM_001022036.316.71 21.12 9.29 SPBC18A7.01GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0046872//metal ion binding;GO:0016787//hydrolase activity;GO:0016805//dipeptidase activityNA K18573 NP_596119.2//X-Pro dipeptidase (predicted) [Schizosaccharomyces pombe 972h-]putative X-Pro dipeptidase (SPBC18A7.01), mRNA
2539395 NM_001355928.116.46 13.5 5.56 saf1 GO:0005684//U2-type spliceosomal complex;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0031429//box H/ACA snoRNP complex;GO:0034507//chromosome, centromeric outer repeat regionNA GO:0006396//RNA processing;GO:0042254//ribosome biogenesis;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0045292//mRNA cis splicing, via spliceosome;GO:0001522//pseudouridine synthesisK12866//WW domain-binding protein 11;K01519//inosine triphosphate pyrophosphatase [EC:3.6.1.-]NP_588272.1//splicing associated factor [Schizosaccharomyces pombe 972h-]splicing-associated factor Saf1 (saf1), mRNA
2543544 NM_001018888.219.68 18.12 9.34 rad9 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005829//cytosol;GO:1990421//subtelomeric heterochromatin;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0030896//checkpoint clamp complexGO:0008408//3'-5' exonuclease activity;GO:0030295//protein kinase activator activityGO:0033314//mitotic DNA replication checkpoint;GO:0031573//intra-S DNA damage checkpoint;GO:2000042//negative regulation of double-strand break repair via homologous recombination;GO:0006281//DNA repair;GO:0071479//cellular response to ionizing radiation;GO:0090305//nucleic acid phosphodiester bond hydrolysis;GO:0000723//telomere maintenanceK10994//cell cycle checkpoint control protein RAD9A [EC:3.1.11.2]NP_593455.1//checkpoint clamp complex protein Rad9 [Schizosaccharomyces pombe 972h-]checkpoint clamp complex protein Rad9 (rad9), mRNA
2540756 NM_001022257.218.01 16.53 11.67 SPBC21.02 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA NA K17491//protein phosphatase 4 regulatory subunit 3NP_596336.1//TLDc domain protein 2 [Schizosaccharomyces pombe 972h-]TLDc domain protein 2 (SPBC21.02), mRNA
2542625 NM_001018342.211.74 8.65 2.93 SPAC24H6.11cGO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0015116//sulfate transmembrane transporter activity;GO:0008271//secondary active sulfate transmembrane transporter activityGO:1902358//sulfate transmembrane transportK03321 NP_592941.1//sulfate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative sulfate transporter (SPAC24H6.11c), mRNA
2539180 NM_001022910.218.84 18.4 15.74 sts5 GO:0005829//cytosol;GO:0000932//P-body;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0000178//exosome (RNase complex)GO:0003723//RNA binding;GO:0000175//3'-5'-exoribonuclease activityGO:0006401//RNA catabolic process;GO:0000291//nuclear-transcribed mRNA catabolic process, exonucleolytic;GO:0006364//rRNA processing;GO:0007049//cell cycleK18748 NP_587919.1//RNB-like protein [Schizosaccharomyces pombe 972h-]RNB-like protein (sts5), mRNA
2542950 NM_001020063.218.8 19.19 7.96 bun62 GO:0005634//nucleus;GO:0051286//cell tip;GO:0043234//protein complex;GO:0005829//cytosol;GO:0030428//cell septum;GO:0032153//cell division siteNA GO:0045013//carbon catabolite repression of transcription;GO:0070647//protein modification by small protein conjugation or removal;GO:0016579//protein deubiquitinationK03130//transcription initiation factor TFIID subunit 5;K14963//COMPASS component SWD3NP_594635.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (bun62), mRNA

NR_150895.1 NR_150895.1 8.66 6.11 4.31 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.517), miscRNA
2540861 NM_001021214.217.55 18.79 8.93 ckn1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0070912//Ddb1-Ckn1 complexNA GO:0006283//transcription-coupled nucleotide-excision repairK10570//DNA excision repair protein ERCC-8NP_595307.1//hypothetical protein SPBC577.09 [Schizosaccharomyces pombe 972h-]DNA repair ERCC8 family protein ckn1 (ckn1), mRNA

NR_150129.1 NR_150129.1 15.26 16.97 6.42 NA GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0031927//pyridoxamine transmembrane transporter activity;GO:0031928//pyridoxine transmembrane transporter activity;GO:0031925//pyridoxal transmembrane transporter activity;GO:0005215//transporter activityGO:1903090//pyridoxal transmembrane transport;GO:0055085//transmembrane transport;GO:1903092//pyridoxine transmembrane transport;GO:1903091//pyridoxamine transmembrane transportK08158;K08157NP_588443.1//pyridoxamine/pyridoxine/pyridoxal transmembrane transporter (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1263), miscRNA
2539314 NM_001022739.215.82 18.78 10.4 SPCC548.05cGO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0044732//mitotic spindle pole bodyGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016567//protein ubiquitination;GO:0034080//CENP-A containing nucleosome assemblyK12161//ubiquitin related modifier 1;K13346//peroxin-10NP_587745.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPCC548.05c), mRNA
2541435 NM_001019564.221.42 21.99 11.06 mug109 GO:0016021//integral component of membraneGO:0017137//Rab GTPase bindingGO:0051321//meiotic cell cycleNA NP_594140.1//Rab GTPase binding protein upregulated in meiosis II (predicted) [Schizosaccharomyces pombe 972h-]putative Rab GTPase binding protein upregulated in meiosis II (mug109), partial mRNA

NR_150119.1 NR_150119.1 16.99 19.36 21.14 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1254), miscRNA
2540915 NM_001021022.215.58 15.51 5.43 SPBC800.13 GO:0005634//nucleus;GO:0000778//condensed nuclear chromosome kinetochore;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0000776//kinetochore;GO:0000775//chromosome, centromeric region;GO:0000788//nuclear nucleosomeGO:0042393//histone binding;GO:0003677//DNA binding;GO:0046982//protein heterodimerization activityGO:1903394//protein localization to kinetochore involved in kinetochore assembly;GO:0000070//mitotic sister chromatid segregation;GO:0051382//kinetochore assemblyNA NP_595115.1//centromere receptor protein cnp20 [Schizosaccharomyces pombe 972h-]centromere receptor protein cnp20 (SPBC800.13), mRNA
2539965 NM_001021125.223.01 23.13 129.52 SPBC1685.14cGO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005737//cytoplasmNA NA K15445//tRNA (guanine9-N1)-methyltransferase [EC:2.1.1.221];K19898NP_595218.1//Vid27 family protein [Schizosaccharomyces pombe 972h-]Vid27 family protein (SPBC1685.14c), mRNA

NR_150527.1 NR_150527.1 21.71 19.51 19.29 NA GO:0072686//mitotic spindle;GO:0030686//90S preribosome;GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0034455//t-UTP complexGO:0030515//snoRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0045943//positive regulation of transcription from RNA polymerase I promoter;GO:0006351//transcription, DNA-templated;GO:0030490//maturation of SSU-rRNAK14548//U3 small nucleolar RNA-associated protein 4NP_596540.1//U3 snoRNP protein Utp4 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1632), miscRNA
2543604 NM_001019262.218.45 14.93 11.75 taf3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005669//transcription factor TFIID complex;GO:0000790//nuclear chromatinGO:0000991//transcription factor activity, core RNA polymerase II bindingGO:0006367//transcription initiation from RNA polymerase II promoterK14650//transcription initiation factor TFIID subunit 3NP_593833.1//transcription factor TFIID complex subunit Taf3 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor TFIID complex subunit Taf3 (taf3), partial mRNA
2540832 NM_001021627.214.95 15.34 11.37 SPBC18H10.05GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0032153//cell division siteNA NA K20241//WD repeat-containing protein 44NP_595729.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (SPBC18H10.05), mRNA
2542415 NM_001019397.215.54 15.61 6.08 SPACUNK4.08GO:0005774//vacuolar membrane;GO:0016021//integral component of membraneGO:0004252//serine-type endopeptidase activity;GO:0008239//dipeptidyl-peptidase activityGO:0016485//protein processingK01282 NP_593970.1//dipeptidyl peptidase (predicted) [Schizosaccharomyces pombe 972h-]putative dipeptidyl peptidase (SPACUNK4.08), mRNA

NR_150053.1 NR_150053.1 9.3 12.64 7.35 NA GO:0031932//TORC2 complex;GO:0070209//ASTRA complex;GO:0005737//cytoplasmNA GO:0006338//chromatin remodelingK20403//TELO2-interacting protein 1NP_588185.1//Tel Two Interacting protein 1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1195), miscRNA
2540643 NM_001356258.118.19 30.56 49.63 mbx1 GO:0005634//nucleus;GO:0097221//M/G1 phase-specific MADS box-forkhead transcription factor complex;GO:0005829//cytosolGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000987//proximal promoter sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046983//protein dimerization activityGO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0051301//cell division;GO:0006351//transcription, DNA-templated;GO:0007049//cell cycleK09265 NP_595972.2//MADS-box transcription factor Mbx1 [Schizosaccharomyces pombe 972h-]MADS-box transcription factor Mbx1 (mbx1), mRNA
2543442 NM_001018989.222.16 22.63 18.45 SPAC3H1.14 GO:0019898//extrinsic component of membrane;GO:0031410//cytoplasmic vesicle;GO:0034657//GID complex;GO:0005773//vacuole;GO:0030659//cytoplasmic vesicle membraneNA GO:0006623//protein targeting to vacuole;GO:0007039//protein catabolic process in the vacuole;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0045721//negative regulation of gluconeogenesisNA NP_593556.2//cytoplasmic vesicle protein, Vid24 family (predicted) [Schizosaccharomyces pombe 972h-]putative Vid24 family vesicle protein (SPAC3H1.14), mRNA
2539942 NM_001021801.217.2 14.87 9.73 rct1 GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0003723//RNA binding;GO:0003755//peptidyl-prolyl cis-trans isomerase activityGO:1901407//regulation of phosphorylation of RNA polymerase II C-terminal domainK12735//peptidyl-prolyl cis-trans isomerase-like 4 [EC:5.2.1.8]NP_595894.1//RRM-containing cyclophilin regulating transcription Rct1 [Schizosaccharomyces pombe 972h-]RRM-containing cyclophilin Rct1 (rct1), mRNA
2542988 NM_001020285.219.27 17.36 11.82 win1 GO:0005622//intracellular;GO:1990315//Mcs4 RR-MAPKKK complex;GO:0005737//cytoplasmGO:0004709//MAP kinase kinase kinase activity;GO:0005524//ATP bindingGO:0071470//cellular response to osmotic stress;GO:0007346//regulation of mitotic cell cycle;GO:0042981//regulation of apoptotic process;GO:0051403//stress-activated MAPK cascadeK11230 NP_594856.2//MAP kinase kinase kinase Win1 [Schizosaccharomyces pombe 972h-]MAP kinase kinase kinase Win1 (win1), mRNA
2542800 NM_001019736.212.43 12.22 5.96 prm1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0031177//phosphopantetheine binding;GO:0004043//L-aminoadipate-semialdehyde dehydrogenase activityGO:0009085//lysine biosynthetic process;GO:0019878//lysine biosynthetic process via aminoadipic acidK00143 NP_594314.1//aminoadipate-semialdehyde dehydrogenase [Schizosaccharomyces pombe 972h-]putative conjugation protein Prm1 (prm1), mRNA
2539467 NM_001023274.216.33 14.57 14.47 mto1 GO:0044732//mitotic spindle pole body;GO:0005874//microtubule;GO:0015630//microtubule cytoskeleton;GO:0000923//equatorial microtubule organizing center;GO:0099070//static microtubule bundle;GO:0031021//interphase microtubule organizing center;GO:0005737//cytoplasmGO:0005516//calmodulin bindingGO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0010569//regulation of double-strand break repair via homologous recombination;GO:0000070//mitotic sister chromatid segregation;GO:0072766//centromere clustering at the mitotic nuclear envelope;GO:0033566//gamma-tubulin complex localization;GO:0034613//cellular protein localization;GO:0051415//interphase microtubule nucleation by interphase microtubule organizing center;GO:0000742//karyogamy involved in conjugation with cellular fusion;GO:0030954//astral microtubule nucleationK20361 NP_588284.1//MT organizer Mto1 [Schizosaccharomyces pombe 972h-]MT organizer Mto1 (mto1), mRNA
2538690 NM_001022954.213.44 13.6 5.49 ers1 GO:0005634//nucleus;GO:0005816//spindle pole body;GO:0005829//cytosol;GO:0034507//chromosome, centromeric outer repeat regionNA GO:0051570//regulation of histone H3-K9 methylation;GO:0034630//RITS complex localization;GO:0031048//chromatin silencing by small RNA;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0030422//production of siRNA involved in RNA interference;GO:0030702//chromatin silencing at centromereNA NP_587963.1//RNA-silencing factor Ers1 [Schizosaccharomyces pombe 972h-]RNA-silencing factor Ers1 (ers1), mRNA
2540006 NM_001021796.314.96 13.59 9.82 prp16 GO:0071007//U2-type catalytic step 2 spliceosome;GO:0005684//U2-type spliceosomal complex;GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0000386//second spliceosomal transesterification activity;GO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0008186//RNA-dependent ATPase activity;GO:0003676//nucleic acid bindingGO:0000350//generation of catalytic spliceosome for second transesterification step;GO:0000398//mRNA splicing, via spliceosome;GO:0000378//RNA exon ligationK12815//pre-mRNA-splicing factor ATP-dependent RNA helicase DHX38/PRP16 [EC:3.6.4.13]NP_595890.2//ATP-dependent RNA helicase Prp16 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Prp16 (prp16), mRNA

NR_150977.1 NR_150977.1 7.29 5.39 7.77 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0052690//trichloro-p-hydroquinone reductive dehalogenase activity;GO:0010181//FMN binding;GO:0018548//pentaerythritol trinitrate reductase activity;GO:0003959//NADPH dehydrogenase activity;GO:0016491//oxidoreductase activityGO:1990748//cellular detoxificationK00354 NP_592823.1//NADPH dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.615), miscRNA
2541372 NM_001022456.211.8 13.51 15.72 stc1 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0005730//nucleolus;GO:0043494//CLRC ubiquitin ligase complex;GO:0031618//nuclear pericentric heterochromatin;GO:0034507//chromosome, centromeric outer repeat regionNA GO:0035389//establishment of chromatin silencing at silent mating-type cassette;GO:0044382//CLRC ubiquitin ligase complex localization to heterochromatin;GO:0030702//chromatin silencing at centromere;GO:0070924//heterochromatin assembly involved in chromatin silencing by small RNA;GO:0035390//establishment of chromatin silencing at telomere;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0051321//meiotic cell cycle;GO:1902360//conversion of ds siRNA to ss siRNA involved in chromatin silencing by small RNANA NP_596535.1//LIM-like protein linking chromatin modification to RNAi, Stc1 [Schizosaccharomyces pombe 972h-]LIM-like protein Stc1 (stc1), mRNA
2541165 NM_001022249.220.44 17.77 8.37 hsk1 GO:0005634//nucleus;GO:0031431//Dbf4-dependent protein kinase complex;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0072428//signal transduction involved in intra-S DNA damage checkpoint;GO:0000727//double-strand break repair via break-induced replication;GO:0006468//protein phosphorylation;GO:0006270//DNA replication initiation;GO:0008360//regulation of cell shape;GO:0000076//DNA replication checkpoint;GO:0033314//mitotic DNA replication checkpoint;GO:0018105//peptidyl-serine phosphorylation;GO:0010620//negative regulation of transcription by transcription factor catabolism;GO:0043392//negative regulation of DNA binding;GO:0051301//cell division;GO:1902975//mitotic DNA replication initiation;GO:0000082//G1/S transition of mitotic cell cycleK02214//cell division control protein 7 [EC:2.7.11.1]NP_596328.1//Dbf4(Dfp1)-dependent protein kinase Hsk1 [Schizosaccharomyces pombe 972h-]Dbf4(Dfp1)-dependent protein kinase Hsk1 (hsk1), mRNA
3361186 NM_001020942.216.66 11.77 5.7 SPBPB8B6.06cGO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:1903425//fluoride transmembrane transporter activityGO:1903424//fluoride transmembrane transportK06199//fluoride exporterNP_592783.1//CRCB domain protein [Schizosaccharomyces pombe 972h-]CRCB domain protein (SPBPB8B6.06c), mRNA
2540907 NM_001021086.216.12 15.31 13.61 SPBC582.10cGO:0000113//nucleotide-excision repair factor 4 complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003684//damaged DNA binding;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0008094//DNA-dependent ATPase activityGO:0006289//nucleotide-excision repairK15083 NP_595178.1//ATP-dependent DNA helicase Rhp16b (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent DNA helicase Rhp16b (SPBC582.10c), mRNA
2541533 NM_001018877.217.29 16.53 17.49 vps16 GO:0005765//lysosomal membrane;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0005768//endosome;GO:0030897//HOPS complex;GO:1902500//vacuolar HOPS complex;GO:0005829//cytosol;GO:0033263//CORVET complexGO:0003779//actin bindingGO:0016197//endosomal transport;GO:0006895//Golgi to endosome transport;GO:0042144//vacuole fusion, non-autophagic;GO:0045324//late endosome to vacuole transport;GO:0006886//intracellular protein transport;GO:0006623//protein targeting to vacuole;GO:0007033//vacuole organization;GO:0048278//vesicle docking;GO:0035542//regulation of SNARE complex assembly;GO:0032889//regulation of vacuole fusion, non-autophagicK20180//vacuolar protein sorting-associated protein 16NP_593444.1//HOPS complex subunit Vps16 (predicted) [Schizosaccharomyces pombe 972h-]putative HOPS complex subunit Vps16 (vps16), mRNA
2542478 NM_001018861.2 21 17.96 21.69 mrp17 GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0005628//prospore membraneGO:0003723//RNA bindingGO:0030435//sporulation resulting in formation of a cellular spore;GO:0051321//meiotic cell cycleK13126//polyadenylate-binding protein;K02990//small subunit ribosomal protein S6NP_593427.1//RNA-binding protein Mug28 [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit Mrp17 (mrp17), mRNA

NR_150035.1 NR_150035.1 15.01 15.24 45.11 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activity;GO:0008802//betaine-aldehyde dehydrogenase activityGO:0019285//glycine betaine biosynthetic process from choline;GO:0051321//meiotic cell cycle;GO:0070458//cellular detoxification of nitrogen compoundK00130;K00129//aldehyde dehydrogenase (NAD(P)+) [EC:1.2.1.5];K00128//aldehyde dehydrogenase (NAD+) [EC:1.2.1.3]NP_588102.1//aldehyde dehydrogenase Meu8 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1179), miscRNA
3361461 NM_001020147.213.4 15.24 15.82 sst6 GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0031902//late endosome membrane;GO:0000813//ESCRT I complex;GO:0005737//cytoplasmNA GO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0006897//endocytosis;GO:0015031//protein transport;GO:0045324//late endosome to vacuole transportNA NP_001018287.1//ESCRT I complex subunit Vps23 [Schizosaccharomyces pombe 972h-]ESCRT I complex subunit Vps23 (sst6), mRNA
2539927 NM_001023836.221.61 19.93 20.31 SPBC1539.02GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004056//argininosuccinate lyase activityGO:0042450//arginine biosynthetic process via ornithine;GO:0006526//arginine biosynthetic process;GO:0000050//urea cycleK01755//argininosuccinate lyase [EC:4.3.2.1]XP_013022398.1//argininosuccinate lyase [Schizosaccharomyces cryophilus OY26]uncharacterized protein (SPBC1539.02), mRNA
2543684 NM_001018460.219.37 15.76 10.1 SPAC4G8.03cGO:0005794//Golgi apparatus;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0003729//mRNA bindingGO:0000288//nuclear-transcribed mRNA catabolic process, deadenylation-dependent decayK17944 NP_593062.1//RNA-binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein (SPAC4G8.03c), mRNA
2541786 NM_001018432.222.23 17.92 25.64 rok1 GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0010501//RNA secondary structure unwinding;GO:0006364//rRNA processingK14779//ATP-dependent RNA helicase DDX52/ROK1 [EC:3.6.4.13]NP_593033.1//ATP-dependent RNA helicase Rok1 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Rok1 (rok1), mRNA
2541635 NM_001356129.18.81 7.25 8.3 rad50 GO:0035861//site of double-strand break;GO:0000784//nuclear chromosome, telomeric region;GO:0030870//Mre11 complex;GO:0000794//condensed nuclear chromosome;GO:0000790//nuclear chromatinGO:0003691//double-stranded telomeric DNA binding;GO:0005524//ATP binding;GO:0004017//adenylate kinase activity;GO:0004003//ATP-dependent DNA helicase activity;GO:0046872//metal ion binding;GO:0043047//single-stranded telomeric DNA binding;GO:0051880//G-quadruplex DNA binding;GO:0016887//ATPase activityGO:0072422//signal transduction involved in DNA damage checkpoint;GO:0032508//DNA duplex unwinding;GO:0016233//telomere capping;GO:1990918//double-strand break repair involved in meiotic recombination;GO:0031573//intra-S DNA damage checkpoint;GO:0042138//meiotic DNA double-strand break formation;GO:0007004//telomere maintenance via telomerase;GO:0042769//DNA damage response, detection of DNA damage;GO:0010520//regulation of reciprocal meiotic recombination;GO:0000722//telomere maintenance via recombination;GO:1990898//meiotic DNA double-strand break clipping;GO:0070192//chromosome organization involved in meiotic cell cycle;GO:0000724//double-strand break repair via homologous recombination;GO:1990426//mitotic recombination-dependent replication fork processing;GO:0006303//double-strand break repair via nonhomologous end joining;GO:0000723//telomere maintenanceK10866//DNA repair protein RAD50 [EC:3.6.-.-]XP_001713090.2//DNA repair protein Rad50 [Schizosaccharomyces pombe 972h-]DNA repair protein Rad50 (rad50), mRNA
2539445 NM_001022746.251.67 47.23 6.62 SPCC794.04cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0022857//transmembrane transporter activity;GO:0015171//amino acid transmembrane transporter activityGO:0055085//transmembrane transportK08157 NP_587752.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPCC794.04c), mRNA
2541081 NM_001021490.219.15 18.87 11.04 SPBC691.02cGO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005789//endoplasmic reticulum membraneNA GO:0048193//Golgi vesicle transport;GO:0000724//double-strand break repair via homologous recombination;GO:0015031//protein transportK20474//RAD50-interacting protein 1;K18932//palmitoyltransferase [EC:2.3.1.225]NP_595594.1//RINT1 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative RINT1 family protein (SPBC691.02c), mRNA

NR_150371.1 NR_150371.1 18.37 19.16 1.66 NA GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0042393//histone binding;GO:0031493//nucleosomal histone binding;GO:0035064//methylated histone binding;GO:1990889//H4K20me3 modified histone binding;GO:0003690//double-stranded DNA binding;GO:0031492//nucleosomal DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0070510//regulation of histone H4-K20 methylation;GO:0006974//cellular response to DNA damage stimulusNA NP_595841.1//PWWP domain protein Pdp1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1484), miscRNA
2540320 NM_001021425.215.2 12.24 5.92 mad1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005635//nuclear envelope;GO:0000778//condensed nuclear chromosome kinetochoreNA GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0034501//protein localization to kinetochore;GO:0051301//cell division;GO:0007094//mitotic spindle assembly checkpoint;GO:0099606//microtubule plus-end directed mitotic chromosome migrationK06679 NP_595516.1//mitotic spindle checkpoint protein Mad1 [Schizosaccharomyces pombe 972h-]mitotic spindle checkpoint protein Mad1 (mad1), partial mRNA

NR_149951.1 NR_149951.1 8.61 7.04 7.26 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1102), miscRNA
2540476 NM_001022199.218.83 14.15 17.35 SPBC30D10.07cGO:0005737//cytoplasmGO:0004078//biotin-[methylcrotonoyl-CoA-carboxylase] ligase activity;GO:0004080//biotin-[propionyl-CoA-carboxylase (ATP-hydrolyzing)] ligase activity;GO:0005524//ATP binding;GO:0004079//biotin-[methylmalonyl-CoA-carboxytransferase] ligase activity;GO:0004077//biotin-[acetyl-CoA-carboxylase] ligase activity;GO:0018271//biotin-protein ligase activityGO:0006464//cellular protein modification process;GO:0051604//protein maturation;GO:0009305//protein biotinylationK01942//biotin---protein ligase [EC:6.3.4.9 6.3.4.10 6.3.4.11 6.3.4.15]NP_596278.1//biotin-protein ligase (predicted) [Schizosaccharomyces pombe 972h-]putative biotin-protein ligase (SPBC30D10.07c), mRNA
2543523 NM_001020186.211.35 13 6.67 SPAC4F10.16cGO:0070867//mating projection tip membrane;GO:0005783//endoplasmic reticulum;GO:0005622//intracellular;GO:0005802//trans-Golgi network;GO:0000139//Golgi membrane;GO:1990531//Lem3p-Dnf1p complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0000287//magnesium ion binding;GO:0015662//ATPase activity, coupled to transmembrane movement of ions, phosphorylative mechanism;GO:0005524//ATP binding;GO:0004012//phospholipid-translocating ATPase activityGO:0006886//intracellular protein transport;GO:0045332//phospholipid translocation;GO:0048194//Golgi vesicle budding;GO:0007163//establishment or maintenance of cell polarity;GO:0006897//endocytosis;GO:0000749//response to pheromone involved in conjugation with cellular fusionK01530//phospholipid-translocating ATPase [EC:3.6.3.1]NP_594759.1//P-type ATPase (predicted) [Schizosaccharomyces pombe 972h-]putative P-type ATPase (SPAC4F10.16c), mRNA
2542727 NM_001019569.212.18 17.85 8.22 myh1 GO:0005634//nucleusGO:0046872//metal ion binding;GO:0035485//adenine/guanine mispair binding;GO:0034039//8-oxo-7,8-dihydroguanine DNA N-glycosylase activity;GO:0032357//oxidized purine DNA binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0000701//purine-specific mismatch base pair DNA N-glycosylase activityGO:0006284//base-excision repair;GO:0006298//mismatch repair;GO:0072421//detection of DNA damage stimulus involved in DNA damage checkpoint;GO:0034644//cellular response to UV;GO:1902800//positive regulation of phosphodiesterase I activity;GO:0006285//base-excision repair, AP site formation;GO:0045007//depurination;GO:0006974//cellular response to DNA damage stimulusK03575//A/G-specific adenine glycosylase [EC:3.2.2.-];K15364NP_594145.1//adenine DNA glycosylase Myh1 [Schizosaccharomyces pombe 972h-]adenine DNA glycosylase Myh1 (myh1), mRNA
2541683 NM_001018450.212.31 7.51 9.6 SPAC22G7.03GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_593052.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC22G7.03), mRNA
2541879 NM_001018194.28.82 11.4 26.14 isp3 GO:1990916//Isp3 layer of spore wallGO:1990915//structural constituent of ascospore wallGO:0030476//ascospore wall assembly;GO:0042244//spore wall assemblyNA NP_592794.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein isp3 (isp3), mRNA

NR_151222.1 NR_151222.1 13.87 13.97 37.86 NA GO:0016021//integral component of membraneNA NA NA NP_593829.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.840), miscRNA
2540442 NM_001021984.220.34 20.67 10.69 mtg1 GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0042254//ribosome biogenesis;GO:0032543//mitochondrial translationK19828//mitochondrial GTPase 1NP_596072.1//mitochondrial GTPase involved in translation Mtg1 (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase Mtg1 (mtg1), mRNA
2541427 NM_001356133.124.21 24.24 8.77 SPAC1F12.08GO:0005634//nucleus;GO:0005829//cytosolGO:0016779//nucleotidyltransferase activity;GO:0003824//catalytic activity;GO:0004140//dephospho-CoA kinase activity;GO:0004595//pantetheine-phosphate adenylyltransferase activityGO:0009058//biosynthetic process;GO:0015937//coenzyme A biosynthetic processK02201 NP_594334.2//cytidylyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative cytidylyltransferase (SPAC1F12.08), mRNA
2542457 NM_001018422.223.49 20.22 11.64 trz1 GO:0005634//nucleus;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0042781//3'-tRNA processing endoribonuclease activityGO:0072684//mitochondrial tRNA 3'-trailer cleavage, endonucleolytic;GO:0042779//tRNA 3'-trailer cleavage;GO:1902375//nuclear tRNA 3'-trailer cleavage, endonucleolyticK00784//ribonuclease Z [EC:3.1.26.11]NP_593023.1//3'-tRNA processing endonuclease tRNAse Z L2 Trz1 (predicted) [Schizosaccharomyces pombe 972h-]putative 3' tRNA-processing endonuclease tRNAse Z L2 Trz1 (trz1), mRNA
2539023 NM_001022784.213.88 11.65 3.7 spf1 GO:0048188//Set1C/COMPASS complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0046872//metal ion bindingGO:0051569//regulation of histone H3-K4 methylation;GO:0070869//heterochromatin assembly involved in chromatin silencingK14960//COMPASS component SPP1NP_587791.1//Set1C PHD Finger protein Spf1 [Schizosaccharomyces pombe 972h-]Set1C PHD Finger protein Spf1 (spf1), mRNA
2538848 NM_001022695.217.74 18.17 8.64 raf1 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0031934//mating-type region heterochromatin;GO:0043494//CLRC ubiquitin ligase complex;GO:0005829//cytosol;GO:0043234//protein complex;GO:0031618//nuclear pericentric heterochromatin;GO:0034507//chromosome, centromeric outer repeat regionNA GO:0031048//chromatin silencing by small RNA;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0031494//regulation of mating type switching;GO:0006351//transcription, DNA-templated;GO:0035391//maintenance of chromatin silencing at silent mating-type cassette;GO:0051574//positive regulation of histone H3-K9 methylation;GO:0006348//chromatin silencing at telomere;GO:0030702//chromatin silencing at centromere;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0045141//meiotic telomere clustering;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0016569//covalent chromatin modification;GO:0051572//negative regulation of histone H3-K4 methylation;GO:0034613//cellular protein localization;GO:0045132//meiotic chromosome segregationK12662//U4/U6 small nuclear ribonucleoprotein PRP4;K14855//ribosome assembly protein 4NP_587700.1//Rik1-associated factor Raf1 [Schizosaccharomyces pombe 972h-]Rik1-associated factor Raf1 (raf1), mRNA
2541154 NM_001022005.314.2 18.6 28.87 fab1 GO:0010008//endosome membrane;GO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:0000974//Prp19 complex;GO:0071013//catalytic step 2 spliceosome;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0070772//PAS complex;GO:0071014//post-mRNA release spliceosomal complexGO:0046872//metal ion binding;GO:0000285//1-phosphatidylinositol-3-phosphate 5-kinase activity;GO:0005524//ATP binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0032266//phosphatidylinositol-3-phosphate bindingGO:0042147//retrograde transport, endosome to Golgi;GO:0045292//mRNA cis splicing, via spliceosome;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusionK00921//1-phosphatidylinositol-3-phosphate 5-kinase [EC:2.7.1.150];K12816//pre-mRNA-processing factor 17NP_596090.2//1-phosphatidylinositol-3-phosphate 5-kinase Fab1 [Schizosaccharomyces pombe 972h-]1-phosphatidylinositol-3-phosphate 5-kinase Fab1 (fab1), mRNA
2541120 NM_001021128.220.76 18.21 12.06 rhp14 GO:0000110//nucleotide-excision repair factor 1 complex;GO:0005634//nucleus;GO:0000109//nucleotide-excision repair complexGO:0046872//metal ion binding;GO:0003684//damaged DNA bindingGO:0000715//nucleotide-excision repair, DNA damage recognition;GO:0006284//base-excision repair;GO:1901255//nucleotide-excision repair involved in interstrand cross-link repair;GO:0033683//nucleotide-excision repair, DNA incision;GO:0070914//UV-damage excision repair;GO:0006289//nucleotide-excision repairK10847//DNA-repair protein complementing XP-A cellsNP_595222.1//DNA repair protein [Schizosaccharomyces pombe 972h-]DNA repair protein (rhp14), mRNA

NR_150283.1 NR_150283.1 9.2 10.61 12.28 NA GO:0005739//mitochondrionNA NA NA NP_595391.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1403), miscRNA
2543098 NM_001019247.216.34 13.58 6.86 SPAC4A8.06cGO:0005739//mitochondrionGO:0016787//hydrolase activityGO:0008152//metabolic processK14731;K01956;K17648NP_593817.1//esterase/lipase (predicted) [Schizosaccharomyces pombe 972h-]putative esterase/lipase (SPAC4A8.06c), mRNA
2540985 NM_001021423.222.72 21.07 7.05 trz2 GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0032153//cell division siteGO:0046872//metal ion binding;GO:0042781//3'-tRNA processing endoribonuclease activity;GO:0004519//endonuclease activityGO:0072684//mitochondrial tRNA 3'-trailer cleavage, endonucleolytic;GO:0031426//polycistronic mRNA processing;GO:0008033//tRNA processingK00784//ribonuclease Z [EC:3.1.26.11]NP_595514.1//mitochondrial 3'-tRNA processing endonuclease Trz2 [Schizosaccharomyces pombe 972h-]3'-tRNA-processing endonuclease Trz2 (trz2), mRNA
2539513 NM_001023104.219.28 18.93 13.53 myo2 GO:0005634//nucleus;GO:0071341//medial cortical node;GO:0036391//medial cortex septin ring;GO:0031097//medial cortex;GO:0016460//myosin II complex;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0003779//actin binding;GO:0005524//ATP binding;GO:0000146//microfilament motor activity;GO:0005516//calmodulin binding;GO:0030899//calcium-dependent ATPase activityGO:1903475//mitotic actomyosin contractile ring assembly;GO:1903478//actin filament bundle convergence involved in mitotic contractile ring assembly;GO:1902404//mitotic actomyosin contractile ring contractionK10352//myosin heavy chainNP_588114.1//myosin II heavy chain [Schizosaccharomyces pombe 972h-]myosin II heavy chain myo2 (myo2), mRNA

NR_150949.1 NR_150949.1 22.09 24.93 12.6 NA GO:0072686//mitotic spindle;GO:0000922//spindle pole;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0015630//microtubule cytoskeleton;GO:0005881//cytoplasmic microtubule;GO:0099070//static microtubule bundle;GO:0005737//cytoplasm;GO:0000775//chromosome, centromeric region;GO:0000778//condensed nuclear chromosome kinetochoreGO:0051010//microtubule plus-end binding;GO:0061863//microtubule plus end polymerase;GO:0008017//microtubule bindingGO:0007051//spindle organization;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0030951//establishment or maintenance of microtubule cytoskeleton polarity;GO:0046785//microtubule polymerization;GO:0070462//plus-end specific microtubule depolymerizationK16803//cytoskeleton-associated protein 5NP_587785.1//microtubule-associated protein Dis1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.578), miscRNA
2540790 NM_001021998.218.51 16.43 10.27 atg7 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membrane;GO:0097632//extrinsic component of phagophore assembly site membraneGO:0042802//identical protein binding;GO:0019779//Atg8 activating enzyme activity;GO:0019778//Atg12 activating enzyme activityGO:0006501//C-terminal protein lipidation;GO:0044805//late nucleophagy;GO:0032446//protein modification by small protein conjugation;GO:0034727//piecemeal microautophagy of the nucleus;GO:0000422//autophagy of mitochondrion;GO:0006995//cellular response to nitrogen starvation;GO:0006914//autophagy;GO:0015031//protein transport;GO:0000045//autophagosome assembly;GO:0016236//macroautophagyK08337//ubiquitin-like modifier-activating enzyme ATG7NP_596084.1//ubiquitin-like conjugating enzyme Atg7 [Schizosaccharomyces pombe 972h-]ubiquitin-like conjugating enzyme Atg7 (atg7), mRNA
2542770 NM_001018810.217.45 17.34 18.22 SPAC167.07cGO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0004842//ubiquitin-protein transferase activity;GO:0016874//ligase activityGO:0030433//ubiquitin-dependent ERAD pathwayK10589//ubiquitin-protein ligase E3 C [EC:2.3.2.26]NP_593378.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPAC167.07c), mRNA

NR_151154.1 NR_151154.1 9.98 10.96 9.01 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.779), miscRNA
NR_151389.1 NR_151389.1 7.99 9.78 2.69 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.994), miscRNA
NR_150362.1 NR_150362.1 13.48 15.95 24.76 NA GO:0005737//cytoplasm;GO:0005628//prospore membraneNA GO:0140043//lipid droplet localization to prospore membrane leading edge;GO:0007015//actin filament organization;GO:0051321//meiotic cell cycleNA NP_595790.1//prospore membrane protein Mcp4/Mug101 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1476), miscRNA

3361204 NM_001021720.215.43 14.51 10.7 apc2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005680//anaphase-promoting complexGO:0031625//ubiquitin protein ligase bindingGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0051301//cell division;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0007049//cell cycleK03349//anaphase-promoting complex subunit 2NP_001018806.1//anaphase-promoting complex cullin family subunit Apc2 [Schizosaccharomyces pombe 972h-]anaphase-promoting complex cullin family subunit Apc2 (apc2), mRNA
NR_149862.1 NR_149862.1 17.47 20.01 22.23 NA GO:0031097//medial cortex;GO:0005829//cytosol;GO:0032168//hyphal septin ring;GO:0005940//septin ring;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0005525//GTP binding;GO:0005546//phosphatidylinositol-4,5-bisphosphate bindingGO:0000281//mitotic cytokinesis;GO:0031106//septin ring organization;GO:0019954//asexual reproduction;GO:0031107//septin ring disassemblyK03017//DNA-directed RNA polymerase II subunit RPB9NP_594704.2//septin ring organizing protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1021), miscRNA

2539705 NM_001022385.213.96 13.68 31.69 rav1 GO:0010008//endosome membrane;GO:0043291//RAVE complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0032403//protein complex bindingGO:0071277//cellular response to calcium ion;GO:0071294//cellular response to zinc ion;GO:0070072//vacuolar proton-transporting V-type ATPase complex assembly;GO:0007035//vacuolar acidification;GO:0045324//late endosome to vacuole transport;GO:0016192//vesicle-mediated transportNA NP_596466.1//RAVE complex subunit Rav1 [Schizosaccharomyces pombe 972h-]RAVE complex subunit Rav1 (rav1), mRNA
2538908 NM_001022846.219.01 19.98 9.26 SPCC970.02 GO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membraneGO:0008496//mannan endo-1,6-alpha-mannosidase activityGO:0030447//filamentous growth;GO:0051692//cellular oligosaccharide catabolic process;GO:0016052//carbohydrate catabolic process;GO:0009272//fungal-type cell wall biogenesisK08257 NP_587853.1//mannan endo-1,6-alpha-mannosidase (predicted) [Schizosaccharomyces pombe 972h-]putative mannan endo-1,6-alpha-mannosidase (SPCC970.02), mRNA
9407221 NM_001355975.116.5 18.99 14.58 SPAC12G12.17GO:0016021//integral component of membraneNA GO:0009306//protein secretion;GO:0006887//exocytosisNA XP_002742498.1//non-classical export protein 1 (predicted) [Schizosaccharomyces pombe 972h-]putative non-classical export protein 1 (SPAC12G12.17), mRNA
2543542 NM_001019265.319.75 22.05 10.72 SPAC823.09cGO:0005829//cytosolGO:0016787//hydrolase activity;GO:0004298//threonine-type endopeptidase activityNA K08657//taspase, threonine aspartase, 1 [EC:3.4.25.-]NP_593836.3//threonine aspartase (predicted) [Schizosaccharomyces pombe 972h-]putative threonine aspartase (SPAC823.09c), mRNA
2542507 NM_001019108.117.27 16.27 15.47 SPAC18G6.13GO:0005634//nucleus;GO:0005635//nuclear envelopeNA NA NA NP_593676.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC18G6.13), partial mRNA
2538847 NM_001022785.221.25 19.34 12.96 SPCC594.06cGO:0005774//vacuolar membrane;GO:0000329//fungal-type vacuole membrane;GO:0005770//late endosome;GO:0000324//fungal-type vacuole;GO:0031201//SNARE complex;GO:0016021//integral component of membraneGO:0000149//SNARE binding;GO:0005484//SNAP receptor activity;GO:0035091//phosphatidylinositol bindingGO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0006906//vesicle fusion;GO:0051321//meiotic cell cycle;GO:0048278//vesicle docking;GO:0097576//vacuole fusionK08502 NP_587792.1//vacuolar SNARE Vam7 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE protein Vam7 (SPCC594.06c), partial mRNA
2542723 NM_001019236.216.77 15.25 32.58 mug66 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membraneNA GO:0030435//sporulation resulting in formation of a cellular spore;GO:0051321//meiotic cell cycle;GO:0015031//protein transport;GO:0000045//autophagosome assembly;GO:0016236//macroautophagyK19730//autophagy-related protein 101NP_593807.1//mug66 protein [Schizosaccharomyces pombe 972h-]protein mug66 (mug66), partial mRNA
2539008 NM_001023214.215.39 14.26 6.43 SPCC584.03cGO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0000790//nuclear chromatinGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0005507//copper ion binding;GO:0001202//RNA polymerase II transcription factor activity, copper ion regulated proximal promoter sequence-specific DNA binding;GO:0005525//GTP binding;GO:0030695//GTPase regulator activityGO:0006879//cellular iron ion homeostasis;GO:0006878//cellular copper ion homeostasis;GO:0007264//small GTPase mediated signal transduction;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0010672//regulation of transcription from RNA polymerase II promoter involved in meiotic cell cycle;GO:0071468//cellular response to acidic pHNA NP_588224.1//Ran GTP-binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative Ran GTP-binding protein (SPCC584.03c), mRNA

NR_150255.1 NR_150255.1 7.8 19.96 171.08 NA GO:0005761//mitochondrial ribosome;GO:0061671//Cbp3p-Cbp6 complex;GO:0005739//mitochondrionGO:0043022//ribosome bindingGO:0006397//mRNA processing;GO:0034551//mitochondrial respiratory chain complex III assembly;GO:0070131//positive regulation of mitochondrial translationNA NP_595262.1//mitochondrial respiratory chain complex assembly protein Cbp6 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1378), miscRNA
2542640 NM_001020014.222.96 24.84 335.12 ybt1 GO:0016020//membrane;GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneGO:0005524//ATP binding;GO:0042626//ATPase activity, coupled to transmembrane movement of substancesGO:0055085//transmembrane transport;GO:0036246//phytochelatin 2 import into vacuole;GO:0071996//glutathione transmembrane import into vacuoleK05665//ATP-binding cassette, subfamily C (CFTR/MRP), member 1;K05658//ATP-binding cassette, subfamily B (MDR/TAP), member 1 [EC:3.6.3.44]NP_594585.1//ABC transporter Ybt1 [Schizosaccharomyces pombe 972h-]ABC transporter Ybt1 (ybt1), mRNA
2541116 NM_001022236.220.74 20.62 867.17 caf5 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0000297//spermine transmembrane transporter activityGO:1903710//spermine transmembrane transport;GO:0055085//transmembrane transportK08158 NP_596314.1//spermine family transmembrane transporter Caf5 [Schizosaccharomyces pombe 972h-]spermine family transmembrane transporter Caf5 (caf5), mRNA
2543652 NM_001019760.225.55 25.41 38.05 SPAC4H3.03cGO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0003824//catalytic activityGO:0044264//cellular polysaccharide metabolic process;GO:0016052//carbohydrate catabolic processNA NP_594339.1//glucan 1,4-alpha-glucosidase (predicted) [Schizosaccharomyces pombe 972h-]putative glucan 1,4-alpha-glucosidase (SPAC4H3.03c), mRNA
2538698 NM_001023307.216.37 15.59 11.23 SPCC1442.02GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0055105//ubiquitin-protein transferase inhibitor activityGO:0032434//regulation of proteasomal ubiquitin-dependent protein catabolic processNA NP_588317.1//central kinetochore associated family protein (predicted) [Schizosaccharomyces pombe 972h-]putative central kinetochore-associated family protein (SPCC1442.02), mRNA
2541919 NM_001018356.213.72 9.45 3.34 SPAC227.02cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorNA GO:0000470//maturation of LSU-rRNA;GO:0000460//maturation of 5.8S rRNA;GO:0006364//rRNA processingK17967 NP_592956.1//rRNA processing protein Rrp15 (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA processing protein Rrp15 (SPAC227.02c), mRNA
5802828 NM_001355831.117.85 19.74 13.79 dad4 GO:0072686//mitotic spindle;GO:0042729//DASH complex;GO:0000324//fungal-type vacuole;GO:0005874//microtubule;GO:0031902//late endosome membrane;GO:0005737//cytoplasm;GO:0030173//integral component of Golgi membrane;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0031201//SNARE complex;GO:0005789//endoplasmic reticulum membrane;GO:0012507//ER to Golgi transport vesicle membraneGO:0000149//SNARE binding;GO:0005484//SNAP receptor activity;GO:0051010//microtubule plus-end bindingGO:0006896//Golgi to vacuole transport;GO:0042147//retrograde transport, endosome to Golgi;GO:1990758//mitotic sister chromatid biorientation;GO:0045324//late endosome to vacuole transport;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0016192//vesicle-mediated transport;GO:0006886//intracellular protein transport;GO:0048280//vesicle fusion with Golgi apparatus;GO:0006623//protein targeting to vacuole;GO:0051301//cell division;GO:0048278//vesicle docking;GO:0006888//ER to Golgi vesicle-mediated transportK11569;K08493//vesicle transport through interaction with t-SNAREs 1NP_596668.1//SNARE Vti1 (predicted) [Schizosaccharomyces pombe 972h-]DASH complex subunit Dad4 (dad4), mRNA

NR_149985.1 NR_149985.1 15.06 19.05 44.8 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1133), miscRNA
2541108 NM_001020996.113.67 15.79 11.97 SPBC660.10 GO:0005739//mitochondrionGO:0003746//translation elongation factor activity;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0032790//ribosome disassembly;GO:0070125//mitochondrial translational elongationK02355//elongation factor GNP_595089.1//mitochondrial translation elongation factor G (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial translation elongation factor G (SPBC660.10), partial mRNA
2542178 NM_001018905.220.28 22.75 9.59 mde10 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005619//ascospore wallGO:0046872//metal ion binding;GO:0004222//metalloendopeptidase activity;GO:0008270//zinc ion bindingGO:0030476//ascospore wall assemblyNA NP_593472.1//spore wall assembly ADAM family peptidase Mde10 [Schizosaccharomyces pombe 972h-]ADAM family peptidase Mde10 (mde10), partial mRNA

NR_150662.1 NR_150662.1 15.42 17.34 12.72 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.248), miscRNA
NR_151130.1 NR_151130.1 20.48 17.19 72.47 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.757), miscRNA

2539478 NM_001023090.223.22 18.82 12.74 SPCC550.07 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0017064//fatty acid amide hydrolase activity;GO:0004040//amidase activityGO:0009062//fatty acid catabolic processK01426//amidase [EC:3.5.1.4]NP_588099.1//acetamidase (predicted) [Schizosaccharomyces pombe 972h-]putative acetamidase (SPCC550.07), mRNA
2542340 NM_001019650.219.84 19.84 9.04 tae1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0071885//N-terminal protein N-methyltransferase activity;GO:0008276//protein methyltransferase activityGO:0071891//N-terminal peptidyl-proline dimethylation involved in translation;GO:0006480//N-terminal protein amino acid methylation;GO:0002181//cytoplasmic translation;GO:0018016//N-terminal peptidyl-proline dimethylationK16219//protein N-terminal methyltransferase [EC:2.1.1.244]NP_594227.1//AdoMet dependent proline dimethyltransferase involved in translation Tea1 (predicted) [Schizosaccharomyces pombe 972h-]putative AdoMet-dependent proline dimethyltransferase tae1 (tae1), mRNA
2539090 NM_001355945.118.05 17.09 10.42 pku70 GO:0043564//Ku70:Ku80 complex;GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0000784//nuclear chromosome, telomeric region;GO:1990421//subtelomeric heterochromatinGO:0042162//telomeric DNA binding;GO:0003684//damaged DNA binding;GO:0005524//ATP binding;GO:0004003//ATP-dependent DNA helicase activityGO:0006303//double-strand break repair via nonhomologous end joining;GO:0006310//DNA recombination;GO:0000723//telomere maintenance;GO:0032208//negative regulation of telomere maintenance via recombinationK10884//ATP-dependent DNA helicase 2 subunit 1NP_588445.1//Ku domain protein Pku70 [Schizosaccharomyces pombe 972h-]Ku domain protein Pku70 (pku70), mRNA

NR_151066.1 NR_151066.1 15.63 16.32 22.94 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.698), miscRNA
2543371 NM_001018954.215.74 13.44 20.8 SPAPB1A10.06cGO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0003724//RNA helicase activity;GO:0003676//nucleic acid bindingGO:0006396//RNA processing;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0030490//maturation of SSU-rRNAK14780//ATP-dependent RNA helicase DHX37/DHR1 [EC:3.6.4.13]NP_593520.1//ATP-dependent RNA helicase Dhr1 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Dhr1 (SPAPB1A10.06c), mRNA
2542460 NM_001019750.212.16 10.9 2.59 SPAC1F12.03cGO:0016021//integral component of membraneNA GO:0022900//electron transport chainNA NP_594329.1//cytochrome C oxidase transmembrane region [Schizosaccharomyces pombe 972h-]cytochrome C oxidase transmembrane region (SPAC1F12.03c), partial mRNA
2538909 NM_001023486.215.37 11.94 10.76 bdp1 GO:0000126//transcription factor TFIIIB complex;GO:0005634//nucleusGO:0001026//TFIIIB-type transcription factor activity;GO:0003677//DNA binding;GO:0001156//TFIIIC-class transcription factor bindingGO:0070898//RNA polymerase III transcriptional preinitiation complex assembly;GO:0006383//transcription from RNA polymerase III promoterK15198//transcription factor TFIIIB component B''NP_588496.2//transcription factor TFIIIB complex subunit Bdp1 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor TFIIIB complex subunit Bdp1 (bdp1), mRNA
2543113 NM_001019367.111.33 9.44 6.39 erf4 GO:0042406//extrinsic component of endoplasmic reticulum membrane;GO:0005783//endoplasmic reticulum;GO:0031211//endoplasmic reticulum palmitoyltransferase complex;GO:0016021//integral component of membraneGO:0019706//protein-cysteine S-palmitoyltransferase activityGO:0018345//protein palmitoylation;GO:0006612//protein targeting to membrane;GO:0072659//protein localization to plasma membrane;GO:0051321//meiotic cell cycle;GO:0018230//peptidyl-L-cysteine S-palmitoylationNA NP_593939.1//palmitoyltransferase complex subunit Erf4 (predicted) [Schizosaccharomyces pombe 972h-]putative palmitoyltransferase complex subunit Erf4 (erf4), partial mRNA
2542437 NM_001018901.214.76 13 5.21 pex6 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005777//peroxisome;GO:0005778//peroxisomal membraneGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0007031//peroxisome organizationK13339//peroxin-6NP_593468.1//peroxin-6 (predicted) [Schizosaccharomyces pombe 972h-]putative peroxin-6 (pex6), mRNA
2543118 NM_001020408.214.47 14.06 17.65 chl1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004003//ATP-dependent DNA helicase activityGO:0045005//DNA-dependent DNA replication maintenance of fidelity;GO:0034085//establishment of sister chromatid cohesion;GO:0036297//interstrand cross-link repair;GO:0007064//mitotic sister chromatid cohesion;GO:0007049//cell cycleK11273//chromosome transmission fidelity protein 1 [EC:3.6.4.13]NP_594977.1//ATP-dependent DNA helicase Chl1 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent DNA helicase Chl1 (chl1), mRNA
2539745 NM_001022391.227.52 19.49 23.26 rpr2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005655//nucleolar ribonuclease P complexGO:0046872//metal ion binding;GO:0004526//ribonuclease P activityGO:0008033//tRNA processingK03540//ribonuclease P protein subunit RPR2 [EC:3.1.26.5]NP_596472.1//RNase P subunit Rpr2 (predicted) [Schizosaccharomyces pombe 972h-]putative RNase P subunit Rpr2 (rpr2), mRNA
2542432 NM_001019355.217.31 17.72 12.58 pub2 GO:0016020//membrane;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0071944//cell periphery;GO:0032153//cell division site;GO:0005737//cytoplasm;GO:0051285//cell cortex of cell tipGO:0061630//ubiquitin protein ligase activity;GO:0016874//ligase activity;GO:0005543//phospholipid bindingGO:1905530//negative regulation of uracil import across plasma membrane;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0034067//protein localization to Golgi apparatus;GO:0051453//regulation of intracellular pH;GO:0043162//ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:1905533//negative regulation of leucine import across plasma membraneK10591//E3 ubiquitin-protein ligase NEDD4 [EC:2.3.2.26]NP_593926.1//HECT-type ubiquitin-protein ligase Pub2 [Schizosaccharomyces pombe 972h-]HECT-type ubiquitin-protein ligase Pub2 (pub2), mRNA

NR_149988.1 NR_149988.1 9.35 10.02 7.13 NA GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0001409//guanine nucleotide transmembrane transporter activityGO:0006879//cellular iron ion homeostasis;GO:0000002//mitochondrial genome maintenance;GO:1903790//guanine nucleotide transmembrane transport;GO:0006839//mitochondrial transportNA NP_587802.1//mitochondrial guanine nucleotide transporter (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1136), miscRNA
2539142 NM_001023533.214.84 17.58 46.18 pof7 GO:0000151//ubiquitin ligase complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0030674//protein binding, bridgingGO:0006511//ubiquitin-dependent protein catabolic process;GO:0070647//protein modification by small protein conjugation or removalK10295//F-box protein 9NP_588546.2//F-box protein Pof7 [Schizosaccharomyces pombe 972h-]F-box protein Pof7 (pof7), mRNA
2540490 NM_001021774.224.3 25.07 474.74 SPBC23G7.10cGO:0005634//nucleus;GO:0005829//cytosolGO:0052690//trichloro-p-hydroquinone reductive dehalogenase activity;GO:0010181//FMN binding;GO:0018548//pentaerythritol trinitrate reductase activity;GO:0003959//NADPH dehydrogenase activity;GO:0016491//oxidoreductase activityNA K00354;K05894//12-oxophytodienoic acid reductase [EC:1.3.1.42];K09580//protein disulfide-isomerase A1 [EC:5.3.4.1]NP_595868.1//NADH-dependent flavin oxidoreductase (predicted) [Schizosaccharomyces pombe 972h-]putative NADH-dependent flavin oxidoreductase (SPBC23G7.10c), mRNA

NR_151166.1 NR_151166.1 2.2 7.65 3.85 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.79), miscRNA
2540699 NM_001021016.223.41 17.03 9.45 gcd10 GO:0005634//nucleus;GO:0031515//tRNA (m1A) methyltransferase complexGO:0008168//methyltransferase activity;GO:0000049//tRNA bindingGO:0030488//tRNA methylationK03256//tRNA (adenine-N(1)-)-methyltransferase non-catalytic subunitNP_595109.1//tRNA (m1A) methyltransferase, translation initiation factor eIF-3 gamma subunit Gcd10 (predicted) [Schizosaccharomyces pombe 972h-]putative translation initiation factor eIF-3 gamma subunit Gcd10 (gcd10), mRNA
2541610 NM_001019461.215.7 13.94 17.89 SPAC24C9.11GO:0005634//nucleus;GO:0005730//nucleolusGO:0003723//RNA bindingGO:0042274//ribosomal small subunit biogenesisK17583//nucleolar MIF4G domain-containing protein 1NP_594036.1//ribosome small subunit biogenesis protein [Schizosaccharomyces pombe 972h-]ribosome small subunit biogenesis protein (SPAC24C9.11), mRNA
2541516 NM_001018480.216.31 14.86 5 urb2 GO:0005730//nucleolus;GO:0005829//cytosolNA GO:0042254//ribosome biogenesis;GO:0006364//rRNA processingK14862//nucleolar pre-ribosomal-associated protein 2NP_593082.1//ribosome biogenesis protein Urb2 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Urb2 (urb2), mRNA
2541867 NM_001020269.215.23 15.32 7.75 sck2 GO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:0000785//chromatin;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005622//intracellularGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0045945//positive regulation of transcription from RNA polymerase III promoter;GO:0090153//regulation of sphingolipid biosynthetic process;GO:0038202//TORC1 signaling;GO:0110005//positive regulation of tRNA C5-cytosine methylation;GO:0035556//intracellular signal transduction;GO:0010972//negative regulation of G2/M transition of mitotic cell cycle;GO:0031138//negative regulation of conjugation with cellular fusion;GO:0047484//regulation of response to osmotic stress;GO:0001324//age-dependent response to oxidative stress involved in chronological cell aging;GO:0060963//positive regulation of ribosomal protein gene transcription from RNA polymerase II promoter;GO:0001302//replicative cell aging;GO:0043619//regulation of transcription from RNA polymerase II promoter in response to oxidative stress;GO:0018105//peptidyl-serine phosphorylation;GO:0032880//regulation of protein localization;GO:0045943//positive regulation of transcription from RNA polymerase I promoterK19800;K08286NP_594840.1//serine/threonine protein kinase Sck2 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Sck2 (sck2), mRNA
2540316 NM_001356216.115.49 16.77 7.82 sip1 GO:0005634//nucleus;GO:0030139//endocytic vesicle;GO:0005794//Golgi apparatus;GO:0005829//cytosolGO:0005319//lipid transporter activityGO:0006886//intracellular protein transport;GO:0042147//retrograde transport, endosome to Golgi;GO:0006897//endocytosisK15115//solute carrier family 25 (mitochondrial folate transporter), member 32NP_595540.1//Pof6 interacting protein Sip1, predicted AP-1 accessory protein [Schizosaccharomyces pombe 972h-]Pof6-interacting protein Sip1 putative AP-1 accessory protein (sip1), mRNA
2539443 NM_001022766.217.5 15.81 10.4 SPCC736.02 NA NA NA NA NP_587773.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC736.02), mRNA
2539003 NM_001355935.114.71 13.8 9.13 ist1 GO:0005768//endosome;GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosolNA GO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0015031//protein transportK19476//vacuolar protein sorting-associated protein IST1NP_588331.1//MVB sorting pathway protein (predicted) [Schizosaccharomyces pombe 972h-]putative MVB sorting pathway protein (ist1), mRNA
2539535 NM_001022836.220.63 18.5 16.55 cif1 GO:0005730//nucleolusNA GO:0006984//ER-nucleus signaling pathwayNA NP_587843.1//calnexin independence factor Cif1 [Schizosaccharomyces pombe 972h-]calnexin independence factor Cif1 (cif1), mRNA
2539249 NM_001023294.28.19 13.32 7.35 rox3 GO:0070847//core mediator complex;GO:0005634//nucleus;GO:0016592//mediator complex;GO:0005829//cytosolGO:0001104//RNA polymerase II transcription cofactor activity;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK15138 NP_588304.1//mediator complex subunit Med19/Rox3 [Schizosaccharomyces pombe 972h-]mediator complex subunit Med19/Rox3 (rox3), mRNA
2542185 NM_001019097.212.51 13.64 6.18 SPAC18G6.01cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0016872//intramolecular lyase activityNA NA NP_593665.1//chalcone related protein [Schizosaccharomyces pombe 972h-]chalcone related protein (SPAC18G6.01c), mRNA

14217750 NM_001356230.118.89 17.83 24.96 SPBC21B10.15GO:0016021//integral component of membraneNA NA NA XP_004001710.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC21B10.15), mRNA
2541263 NM_001021471.211.94 13.93 9.02 sed5 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005737//cytoplasm;GO:0005801//cis-Golgi network;GO:0000139//Golgi membrane;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0031201//SNARE complexGO:0000149//SNARE binding;GO:0005484//SNAP receptor activity;GO:0051082//unfolded protein bindingGO:0006886//intracellular protein transport;GO:0006906//vesicle fusion;GO:0048278//vesicle docking;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0006364//rRNA processing;GO:0000493//box H/ACA snoRNP assembly;GO:0016192//vesicle-mediated transportK14764//protein SHQ1;K08490//syntaxin 5NP_595575.1//box H/ACA snoRNP assembly protein Shq1 (predicted) [Schizosaccharomyces pombe 972h-]putative SNARE protein Sed5 (sed5), mRNA

NR_151054.1 NR_151054.1 0 0 33.46 NA GO:0005634//nucleus;GO:0032221//Rpd3S complex;GO:0005829//cytosolGO:0042393//histone binding;GO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0000977//RNA polymerase II regulatory region sequence-specific DNA binding;GO:0003682//chromatin binding;GO:0003712//transcription cofactor activityGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016575//histone deacetylationK11446//histone demethylase JARID1 [EC:1.14.11.-]NP_593079.1//Clr6 histone deacetylase associated PHD protein-1 Cph1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.687), miscRNA
2538802 NM_001023237.213.27 14.77 6.71 SPCC13B11.04cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004022//alcohol dehydrogenase (NAD) activity;GO:0033833//hydroxymethylfurfural reductase (NADH) activity;GO:0008270//zinc ion binding;GO:0051903//S-(hydroxymethyl)glutathione dehydrogenase activityGO:0006069//ethanol oxidation;GO:0046294//formaldehyde catabolic process;GO:0000947//amino acid catabolic process to alcohol via Ehrlich pathway;GO:0033859//furaldehyde metabolic processK00121//S-(hydroxymethyl)glutathione dehydrogenase / alcohol dehydrogenase [EC:1.1.1.284 1.1.1.1]NP_588247.1//glutathione-dependent formaldehyde dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative glutathione-dependent formaldehyde dehydrogenase (SPCC13B11.04c), mRNA
2541486 NM_001019979.215.98 15.07 9.21 SPAC23D3.13cGO:0005768//endosome;GO:0043234//protein complex;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0000139//Golgi membraneGO:0005085//guanyl-nucleotide exchange factor activityGO:0006886//intracellular protein transport;GO:0006623//protein targeting to vacuole;GO:0006897//endocytosis;GO:0015031//protein transportNA NP_594550.1//guanyl-nucleotide exchange factor (predicted) [Schizosaccharomyces pombe 972h-]putative guanyl-nucleotide exchange factor (SPAC23D3.13c), partial mRNA
2540126 NM_001022180.216.59 13.65 6.8 gpi14 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016758//transferase activity, transferring hexosyl groups;GO:0000030//mannosyltransferase activityGO:0006506//GPI anchor biosynthetic process;GO:0071555//cell wall organization;GO:0035268//protein mannosylationK05284//phosphatidylinositol glycan, class M [EC:2.4.1.-]NP_596260.1//pig-M (predicted) [Schizosaccharomyces pombe 972h-]putative pig-M family mannosyltransferase (gpi14), mRNA
2542076 NM_001020292.212.98 14.27 9.16 cta5 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0032221//Rpd3S complex;GO:0033698//Rpd3L complex;GO:1990483//Clr6 histone deacetylase complex I'';GO:0000139//Golgi membrane;GO:0005887//integral component of plasma membrane;GO:0043234//protein complex;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0070210//Rpd3L-Expanded complex;GO:0005789//endoplasmic reticulum membraneGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0019829//cation-transporting ATPase activity;GO:0005388//calcium-transporting ATPase activityGO:0070588//calcium ion transmembrane transport;GO:0006342//chromatin silencing;GO:0006338//chromatin remodeling;GO:0030026//cellular manganese ion homeostasis;GO:0006351//transcription, DNA-templated;GO:0016575//histone deacetylation;GO:0007076//mitotic chromosome condensationK14951//cation-transporting P-type ATPase 13A3/4/5 [EC:3.6.3.-];K10752//histone-binding protein RBBP4NP_594863.1//Ca2+/Mn2+ transporting P-type ATPase P5 type Cta5 [Schizosaccharomyces pombe 972h-]Ca(2+)/Mn(2+)-transporting P-type ATPase P5 type Cta5 (cta5), mRNA
2543610 NM_001020385.217.36 17.67 7.62 sec71 GO:0005794//Golgi apparatus;GO:0005798//Golgi-associated vesicleGO:0005086//ARF guanyl-nucleotide exchange factor activityGO:0006886//intracellular protein transport;GO:0032012//regulation of ARF protein signal transduction;GO:0006888//ER to Golgi vesicle-mediated transportK18442//brefeldin A-inhibited guanine nucleotide-exchange proteinNP_594954.1//Sec7 domain protein, ARF GEF (predicted) [Schizosaccharomyces pombe 972h-]putative Sec7 domain-containing protein sec71 (sec71), mRNA
2541748 NM_001356195.116.66 17.67 12.05 gmh3 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0031278//alpha-1,2-galactosyltransferase activity;GO:0016757//transferase activity, transferring glycosyl groupsGO:0042125//protein galactosylation;GO:0006487//protein N-linked glycosylation;GO:0006491//N-glycan processing;GO:0009272//fungal-type cell wall biogenesisK05532;K10971NP_594832.1//alpha-1,2-galactosyltransferase Gmh3 [Schizosaccharomyces pombe 972h-]alpha-1,2-galactosyltransferase Gmh3 (gmh3), mRNA
2540258 NM_001022578.223.55 32.25 8.98 ste11 GO:0005634//nucleus;GO:0034064//Tor2-Mei2-Ste11 complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0044377//RNA polymerase II proximal promoter sequence-specific DNA binding, bending;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003690//double-stranded DNA binding;GO:0001078//transcriptional repressor activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:1900237//positive regulation of induction of conjugation with cellular fusion;GO:0007329//positive regulation of transcription from RNA polymerase II promoter by pheromones;GO:1903694//positive regulation of mitotic G1 cell cycle arrest in response to nitrogen starvation;GO:0036278//positive regulation of transcription from RNA polymerase II promoter in response to nitrogen starvationK09274 NP_596656.1//transcription factor Ste11 [Schizosaccharomyces pombe 972h-]transcription factor Ste11 (ste11), mRNA
2540562 NM_001021562.217.8 17.75 7.65 mdm12 GO:0005634//nucleus;GO:0032865//ERMES complex;GO:0005829//cytosol;GO:0005789//endoplasmic reticulum membraneNA GO:1990456//mitochondrion-endoplasmic reticulum membrane tethering;GO:0000001//mitochondrion inheritance;GO:0045040//protein import into mitochondrial outer membrane;GO:0015914//phospholipid transport;GO:0070096//mitochondrial outer membrane translocase complex assembly;GO:0000002//mitochondrial genome maintenanceK17765 NP_595667.1//Mdm10/Mdm12/Mmm1 complex subunit Mdm12 [Schizosaccharomyces pombe 972h-]Mdm10/Mdm12/Mmm1 complex subunit Mdm12 (mdm12), mRNA
2539257 NM_001023398.213.65 12.04 16.38 wtf19 GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0075297//negative regulation of ascospore formationNA NP_588407.1//wtf element Wtf19 [Schizosaccharomyces pombe 972h-]wtf element Wtf19 (wtf19), mRNA
2540176 NM_001021342.213.29 13.8 4.47 chs2 GO:0016021//integral component of membrane;GO:0000935//division septum;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0004100//chitin synthase activityGO:0006031//chitin biosynthetic process;GO:0006038//cell wall chitin biosynthetic process;GO:0031505//fungal-type cell wall organization;GO:0000917//division septum assemblyK00698//chitin synthase [EC:2.4.1.16]NP_595434.1//chitin synthase-like protein 2 [Schizosaccharomyces pombe 972h-]chitin synthase-like protein 2 (chs2), mRNA
2543677 NM_001019555.217.51 17.77 13.96 gde1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0047389//glycerophosphocholine phosphodiesterase activity;GO:0008889//glycerophosphodiester phosphodiesterase activityGO:0030643//cellular phosphate ion homeostasis;GO:0046475//glycerophospholipid catabolic processK18696 NP_594131.1//glycerophosphoryl diester phosphodiesterase Gde1 (predicted) [Schizosaccharomyces pombe 972h-]putative glycerophosphoryl diester phosphodiesterase Gde1 (gde1), mRNA
2543520 NM_001019030.210.72 10.88 6.35 spo3 GO:0070056//prospore membrane leading edge;GO:0005886//plasma membrane;GO:0005628//prospore membraneNA GO:0032120//ascospore-type prospore membrane assemblyNA NP_593599.1//sporulation protein Spo3 [Schizosaccharomyces pombe 972h-]sporulation protein Spo3 (spo3), mRNA
2539949 NM_001022118.219.46 17 17.49 mlh1 GO:0032389//MutLalpha complex;GO:0097587//MutLgamma complex;GO:0005634//nucleus;GO:0005712//chiasma;GO:0044732//mitotic spindle pole body;GO:0005829//cytosolGO:0032139//dinucleotide insertion or deletion binding;GO:0003697//single-stranded DNA binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0000404//heteroduplex DNA loop binding;GO:0030983//mismatched DNA binding;GO:0016887//ATPase activityGO:0000710//meiotic mismatch repair;GO:0007131//reciprocal meiotic recombination;GO:0000713//meiotic heteroduplex formation;GO:0006298//mismatch repairK08734//DNA mismatch repair protein MLH1NP_596199.1//MutL family protein Mlh1 (predicted) [Schizosaccharomyces pombe 972h-]putative MutL family protein Mlh1 (mlh1), mRNA

NR_151253.1 NR_151253.1 8.46 5.09 80.93 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.87), miscRNA
2541763 NM_001018429.324.56 19.44 20.21 snu23 GO:0005634//nucleus;GO:0005816//spindle pole body;GO:0005829//cytosol;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0003723//RNA binding;GO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingGO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosomeK12848//U4/U6.U5 tri-snRNP component SNU23NP_593030.3//U4/U6 x U5 tri-snRNP complex subunit Snu23 (predicted) [Schizosaccharomyces pombe 972h-]putative U4/U5/U6 small nuclear ribonucleoprotein complex subunit Snu23 (snu23), mRNA

NR_151350.1 NR_151350.1 13.73 14.82 6.93 NA NA NA NA NA XP_002173418.1//hypothetical protein SJAG_05258 [Schizosaccharomyces japonicus yFS275]intergenic RNA (predicted), possible alternative UTR (SPNCRNA.958), miscRNA
2540443 NM_001022155.319.99 18.66 6.35 mhf1 GO:0043240//Fanconi anaemia nuclear complex;GO:0071821//FANCM-MHF complex;GO:0000775//chromosome, centromeric regionGO:0003682//chromatin binding;GO:0046982//protein heterodimerization activity;GO:0003690//double-stranded DNA bindingGO:0000712//resolution of meiotic recombination intermediates;GO:0031297//replication fork processing;GO:0006312//mitotic recombination;GO:0036297//interstrand cross-link repairNA NP_596235.2//hypothetical protein SPBC2D10.16 [Schizosaccharomyces pombe 972h-]protein mhf1 (mhf1), mRNA
2543591 NM_001020191.219.1 14.05 24.18 SPAC19B12.01GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0031505//fungal-type cell wall organizationK03355//anaphase-promoting complex subunit 8NP_594764.2//TPR repeat protein, TTC27 family [Schizosaccharomyces pombe 972h-]TTC27 family TPR repeat-containing protein (SPAC19B12.01), mRNA
2539012 NM_001022950.29.66 11.38 9.22 pma2 GO:0051286//cell tip;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0032153//cell division site;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:1901691//proton binding;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0008553//hydrogen-exporting ATPase activity, phosphorylative mechanism;GO:0016887//ATPase activityGO:0006754//ATP biosynthetic process;GO:0051453//regulation of intracellular pH;GO:0015992//proton transportK01535//H+-transporting ATPase [EC:3.6.3.6]XP_013019295.1//P-type proton ATPase Pma2 [Schizosaccharomyces octosporus yFS286]P3-type proton ATPase Pma2 (pma2), partial mRNA
2538996 NM_001023252.210.86 8.57 7.33 SPCC777.15 GO:0005739//mitochondrionGO:0102266//tRNA-dihydrouridine20a synthase activity;GO:0017150//tRNA dihydrouridine synthase activity;GO:0050660//flavin adenine dinucleotide bindingGO:0002943//tRNA dihydrouridine synthesis;GO:0006400//tRNA modificationK05545//tRNA-dihydrouridine synthase 4 [EC:1.3.1.90]NP_588262.1//tRNA dihydrouridine synthase Dus4 (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA dihydrouridine synthase Dus4 (SPCC777.15), mRNA
2543306 NM_001018625.28.94 9.7 10.66 mug115 GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0051321//meiotic cell cycleNA NP_593228.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug115 (mug115), mRNA
2540238 NM_001022046.213.4 13.49 6.71 spc24 GO:0005634//nucleus;GO:0070860//RNA polymerase I core factor complex;GO:0005829//cytosol;GO:0005668//RNA polymerase transcription factor SL1 complex;GO:0000120//RNA polymerase I transcription factor complex;GO:0022626//cytosolic ribosomeGO:0008079//translation termination factor activity;GO:0043022//ribosome binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003723//RNA binding;GO:0003746//translation elongation factor activity;GO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046872//metal ion binding;GO:0001164//RNA polymerase I CORE element sequence-specific DNA binding;GO:0001187//transcription factor activity, RNA polymerase I CORE element binding transcription factor recruitingGO:0002182//cytoplasmic translational elongation;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006452//translational frameshifting;GO:0006360//transcription from RNA polymerase I promoter;GO:0045905//positive regulation of translational termination;GO:0045901//positive regulation of translational elongation;GO:0002184//cytoplasmic translational terminationK15219;K03263//translation initiation factor 5A;K11557NP_596129.1//RNA polymerase I upstream activation factor complex subunit Rrn7 [Schizosaccharomyces pombe 972h-]protein Spc24 (spc24), mRNA

NR_150923.1 NR_150923.1 17.53 20.74 76.62 NA GO:0005634//nucleus;GO:0031011//Ino80 complexGO:0003677//DNA binding;GO:0045027//DNA end bindingGO:0042766//nucleosome mobilization;GO:0060303//regulation of nucleosome density;GO:0006281//DNA repair;GO:0043044//ATP-dependent chromatin remodelingNA NP_593259.1//Ino80 complex HMG box protein Nht1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.554), miscRNA
2540353 NM_001021601.217.37 13.24 10.62 SPBC2F12.12cGO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0005739//mitochondrion;GO:0071013//catalytic step 2 spliceosomeNA GO:0045292//mRNA cis splicing, via spliceosomeNA NP_595704.1//hypothetical protein SPBC2F12.12c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC2F12.12c), mRNA
5802920 NM_001356125.116.46 19.28 12.71 SPAC8C9.19 GO:0016021//integral component of membraneNA NA NA XP_001713088.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC8C9.19), partial mRNA
2539994 NM_001022381.220.5 16.65 14.19 pmc4 GO:0070847//core mediator complex;GO:0005643//nuclear pore;GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0016592//mediator complex;GO:0005829//cytosol;GO:0070390//transcription export complex 2;GO:0000346//transcription export complexGO:0003723//RNA binding;GO:0001104//RNA polymerase II transcription cofactor activity;GO:0003690//double-stranded DNA bindingGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0006406//mRNA export from nucleus;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0071033//nuclear retention of pre-mRNA at the site of transcription;GO:0000973//posttranscriptional tethering of RNA polymerase II gene DNA at nuclear periphery;GO:0006351//transcription, DNA-templatedK15146//mediator of RNA polymerase II transcription subunit 4NP_596462.1//mediator complex subunit Pmc4 [Schizosaccharomyces pombe 972h-]mediator complex subunit Pmc4 (pmc4), mRNA
2541468 NM_001018264.111.3 10.97 4.46 shk2 GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0048365//Rac GTPase bindingGO:0023014//signal transduction by protein phosphorylation;GO:0000165//MAPK cascade;GO:0007346//regulation of mitotic cell cycle;GO:0030036//actin cytoskeleton organization;GO:0032147//activation of protein kinase activity;GO:0043408//regulation of MAPK cascade;GO:0007266//Rho protein signal transduction;GO:0042981//regulation of apoptotic process;GO:0031098//stress-activated protein kinase signaling cascadeK08286;K19833//serine/threonine-protein kinase CLA4 [EC:2.7.11.1]NP_592864.1//PAK-related kinase Shk2 [Schizosaccharomyces pombe 972h-]PAK-like kinase Shk2 (shk2), partial mRNA
9407188 NM_001356020.115.29 18.3 8.99 SPAC167.09 GO:0031501//mannosyltransferase complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005968//Rab-protein geranylgeranyltransferase complexGO:0016757//transferase activity, transferring glycosyl groups;GO:0008270//zinc ion binding;GO:0017137//Rab GTPase binding;GO:0004663//Rab geranylgeranyltransferase activityGO:0097502//mannosylation;GO:0006506//GPI anchor biosynthetic process;GO:0072659//protein localization to plasma membrane;GO:0018344//protein geranylgeranylation;GO:0006888//ER to Golgi vesicle-mediated transportK05956//geranylgeranyl transferase type-2 subunit beta [EC:2.5.1.60]XP_002742504.2//GPI-mannosyltransferase II complex subunit Pga1 (predicted) [Schizosaccharomyces pombe 972h-]putative GPI-mannosyltransferase II complex subunit Pga1 (SPAC167.09), mRNA

NR_151110.1 NR_151110.1 7.92 11.12 37.44 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.738), miscRNA
2540306 NM_001021974.221.48 22.75 17.65 SPBC2G5.02cGO:0005634//nucleus;GO:0005956//protein kinase CK2 complex;GO:0034456//UTP-C complexGO:0030291//protein serine/threonine kinase inhibitor activity;GO:0019887//protein kinase regulator activityGO:0006359//regulation of transcription from RNA polymerase III promoter;GO:0007165//signal transduction;GO:0006356//regulation of transcription from RNA polymerase I promoterK03115//casein kinase II subunit betaNP_596063.1//CK2 family regulatory subunit (predicted) [Schizosaccharomyces pombe 972h-]putative CK2 family regulatory subunit protein (SPBC2G5.02c), mRNA

NR_150840.1 NR_150840.1 13.6 13.85 15.13 NA GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membraneNA GO:0033617//mitochondrial respiratory chain complex IV assemblyNA XP_002788946.1//sequence orphan [Schizosaccharomyces pombe 972h-]non-coding RNA (predicted) (SPNCRNA.453), miscRNA
2541354 NM_001022374.263.29 82.75 19.72 SPBPB7E8.02GO:0005739//mitochondrion;GO:0005737//cytoplasmNA NA NA NP_596455.1//PSP1 family protein [Schizosaccharomyces pombe 972h-]PSP1 family protein (SPBPB7E8.02), mRNA
2539891 NM_001355833.114.41 14.5 7.09 SPBC1347.08cGO:0005634//nucleus;GO:0005829//cytosol;GO:0032299//ribonuclease H2 complex;GO:0005739//mitochondrionGO:0008408//3'-5' exonuclease activity;GO:0000175//3'-5'-exoribonuclease activity;GO:0003676//nucleic acid bindingGO:1903469//removal of RNA primer involved in mitotic DNA replication;GO:0090502//RNA phosphodiester bond hydrolysis, endonucleolytic;GO:0090305//nucleic acid phosphodiester bond hydrolysis;GO:0006364//rRNA processingK10744//ribonuclease H2 subunit B;K13288//oligoribonuclease [EC:3.1.-.-]NP_596700.1//ribonuclease H2 complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative ribonuclease H2 complex subunit (SPBC1347.08c), mRNA
2538770 NM_001023218.230.76 39.4 39.79 git3 GO:0005622//intracellular;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:1990576//G-protein coupled glucose receptor activityGO:0010619//adenylate cyclase-activating glucose-activated G-protein coupled receptor signaling pathway;GO:0045014//negative regulation of transcription by glucose;GO:1903759//signal transduction involved in regulation of aerobic respirationK12762 NP_588228.1//G-protein coupled receptor Git3 [Schizosaccharomyces pombe 972h-]G-protein-coupled receptor Git3 (git3), mRNA
2538866 NM_001355946.113.23 11.13 6.73 SPCC1620.12cGO:0016020//membrane;GO:0005643//nuclear pore;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0017056//structural constituent of nuclear poreGO:0016973//poly(A)+ mRNA export from nucleus;GO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0051321//meiotic cell cycle;GO:0006606//protein import into nucleus;GO:0051292//nuclear pore complex assemblyK14309//nuclear pore complex protein Nup93NP_588469.1//nuclear pore complex component nup97 [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein (SPCC1620.12c), mRNA
2540797 NM_001021633.217.37 17.56 7.81 ppr2 GO:0005739//mitochondrionNA GO:0006412//translation;GO:0006417//regulation of translation;GO:0140053//mitochondrial gene expressionNA NP_595735.1//mitochondrial PPR repeat protein Ppr2 [Schizosaccharomyces pombe 972h-]PPR repeat-containing protein Ppr2 (ppr2), mRNA
2541455 NM_001019539.215.12 15.99 10.01 pcp1 GO:0005815//microtubule organizing center;GO:0071958//new mitotic spindle pole body;GO:0044732//mitotic spindle pole body;GO:0071687//horsetail nucleus leading edge;GO:0005737//cytoplasmGO:0005516//calmodulin bindingNA K20361 NP_594115.1//pericentrin Pcp1 [Schizosaccharomyces pombe 972h-]pericentrin Pcp1 (pcp1), mRNA
2539121 NM_001023197.216.7 18.91 6.1 cnd3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000799//nuclear condensin complex;GO:0005737//cytoplasmGO:0003697//single-stranded DNA binding;GO:1990814//DNA/DNA annealing activity;GO:0003690//double-stranded DNA binding;GO:0016887//ATPase activityGO:0051301//cell division;GO:0007076//mitotic chromosome condensationK06678//condensin complex subunit 3NP_588207.1//condensin complex non-SMC subunit Cnd3 [Schizosaccharomyces pombe 972h-]condensin complex non-SMC subunit Cnd3 (cnd3), mRNA
2539907 NM_001020979.218.34 17.54 7.45 zas1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0016021//integral component of membrane;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0060237//regulation of fungal-type cell wall organization;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK21544;K09466;K21543NP_595073.1//zinc finger protein, transcription factor Zas1 (predicted) [Schizosaccharomyces pombe 972h-]putative zinc finger domain-containing transcription factor Zas1 (zas1), mRNA
2540228 NM_001021510.219.2 18.66 6.97 SPBC32H8.09GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:1990811//Msd1-Wdr8-Pkl1 complexNA GO:0000070//mitotic sister chromatid segregation;GO:1902440//protein localization to mitotic spindle pole body;GO:1990810//microtubule anchoring at mitotic spindle pole bodyNA NP_595615.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (SPBC32H8.09), mRNA

14217930 NM_001356156.111.56 11.64 1.06 SPAC25B8.20GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneNA GO:0033617//mitochondrial respiratory chain complex IV assemblyNA NP_594467.1//hypoxia induced family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC25B8.20), mRNA
NR_150397.1 NR_150397.1 2.53 2.21 2.3 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1509), miscRNA

2541746 NM_001020167.214.44 14.14 7.6 hus1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:1990421//subtelomeric heterochromatin;GO:0030896//checkpoint clamp complexNA GO:0033314//mitotic DNA replication checkpoint;GO:0031573//intra-S DNA damage checkpoint;GO:0051301//cell division;GO:0000724//double-strand break repair via homologous recombination;GO:0044778//meiotic DNA integrity checkpoint;GO:0000723//telomere maintenance;GO:0006289//nucleotide-excision repairK10903//HUS1 checkpoint proteinNP_594739.1//checkpoint clamp complex protein Hus1 [Schizosaccharomyces pombe 972h-]checkpoint clamp complex protein Hus1 (hus1), mRNA
2540518 NM_001021837.217.52 12.93 10.6 dbp7 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activityGO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0010501//RNA secondary structure unwinding;GO:0006364//rRNA processingK14806//ATP-dependent RNA helicase DDX31/DBP7 [EC:3.6.4.13]NP_595929.1//ATP-dependent RNA helicase Dbp7 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Dbp7 (dbp7), mRNA

NR_150010.1 NR_150010.1 10 7.06 4.06 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1156), miscRNA
2538718 NM_001023076.217.46 57.26 335.63 SPCC4B3.06cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0010181//FMN binding;GO:0003955//NAD(P)H dehydrogenase (quinone) activity;GO:0052874//FMN reductase (NADH) activity;GO:0052873//FMN reductase (NADPH) activityNA NA NP_588084.1//NADPH-dependent FMN reductase (predicted) [Schizosaccharomyces pombe 972h-]putative NADPH-dependent FMN reductase (SPCC4B3.06c), mRNA
2542184 NM_001020021.219.53 17.15 55.95 cut8 GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0000502//proteasome complex;GO:0005635//nuclear envelope;GO:0000790//nuclear chromatin;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0030176//integral component of endoplasmic reticulum membraneGO:1990919//nuclear membrane proteasome anchor;GO:0032934//sterol binding;GO:0042802//identical protein bindingGO:0008654//phospholipid biosynthetic process;GO:0051685//maintenance of ER location;GO:0061817//endoplasmic reticulum-plasma membrane tethering;GO:0071630//nuclear protein quality control by the ubiquitin-proteasome system;GO:0061641//CENP-A containing chromatin organization;GO:0015031//protein transport;GO:1990920//proteasome localization to nuclear periphery;GO:0006974//cellular response to DNA damage stimulusK11888 NP_594593.1//tethering factor for nuclear proteasome Cut8 [Schizosaccharomyces pombe 972h-]nuclear proteasome tethering factor Cut8 (cut8), mRNA
2539212 NM_001023385.219.33 18.79 20.16 SPCC18.15 GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0061685//diphthine methylesterase activityGO:0017183//peptidyl-diphthamide biosynthetic process from peptidyl-histidine;GO:0032456//endocytic recyclingK17868//diphthine methyl ester acylhydrolase [EC:3.1.1.97]NP_588394.2//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (SPCC18.15), mRNA
2539199 NM_001022715.215.82 14.93 15.51 hem15 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0051537//2 iron, 2 sulfur cluster binding;GO:0004325//ferrochelatase activityGO:0006783//heme biosynthetic processK01772//protoporphyrin/coproporphyrin ferrochelatase [EC:4.99.1.1 4.99.1.9]O59786.2//RecName: Full=Ferrochelatase, mitochondrial; AltName: Full=Heme synthase; AltName: Full=Protoheme ferro-lyase; Flags: Precursorputative ferrochelatase (hem15), partial mRNA
2539327 NM_001023318.316.49 13.14 15.86 SPCC1442.13cGO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005737//cytoplasmGO:0003676//nucleic acid bindingGO:0042254//ribosome biogenesis;GO:0051321//meiotic cell cycleK13094//RNA-binding protein 5/10NP_588327.3//RNA-binding protein, G-patch type [Schizosaccharomyces pombe 972h-]G-patch type RNA-binding protein (SPCC1442.13c), mRNA
2541681 NM_001020337.214.7 18.07 18.03 SPAC14C4.01cGO:0005829//cytosol;GO:0005739//mitochondrionGO:0034386//4-aminobutyrate:2-oxoglutarate transaminase activity;GO:0030170//pyridoxal phosphate binding;GO:0003867//4-aminobutyrate transaminase activityGO:0006536//glutamate metabolic process;GO:0019740//nitrogen utilization;GO:0009450//gamma-aminobutyric acid catabolic processK13524//4-aminobutyrate aminotransferase / (S)-3-amino-2-methylpropionate transaminase [EC:2.6.1.19 2.6.1.22]NP_594905.1//4-aminobutyrate aminotransferase (GABA transaminase) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC14C4.01c), mRNA
2539857 NM_001022541.212.21 9.32 5.49 tea2 GO:0051286//cell tip;GO:0005881//cytoplasmic microtubule;GO:0005737//cytoplasm;GO:0051285//cell cortex of cell tip;GO:1990752//microtubule end;GO:1903754//cortical microtubule plus-end;GO:1904511//cytoplasmic microtubule plus-end;GO:0005871//kinesin complexGO:0005524//ATP binding;GO:0008017//microtubule binding;GO:0016887//ATPase activity;GO:0008574//ATP-dependent microtubule motor activity, plus-end-directedGO:0098840//protein transport along microtubule;GO:0099110//microtubule polymerization based protein transport to cell tip cortex;GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0099117//protein transport along microtubule to cell tipK11498//centromeric protein ENP_596620.1//kinesin-like protein Tea2 [Schizosaccharomyces pombe 972h-]kinesin-like protein Tea2 (tea2), mRNA
2543127 NM_001020407.214.13 13.01 15.27 vps51 GO:0010008//endosome membrane;GO:0005634//nucleus;GO:0000938//GARP complex;GO:1990745//EARP complex;GO:0005829//cytosol;GO:0016021//integral component of membraneNA GO:0048193//Golgi vesicle transport;GO:0006623//protein targeting to vacuole;GO:0042147//retrograde transport, endosome to Golgi;GO:0007030//Golgi organization;GO:0032456//endocytic recyclingK20296//vacuolar protein sorting-associated protein 51NP_594976.1//GARP complex subunit Vps51 (predicted) [Schizosaccharomyces pombe 972h-]putative GARP complex subunit Vps51 (vps51), mRNA
2541928 NM_001018357.216.35 18.46 8.11 SPAC227.03cGO:0005783//endoplasmic reticulum;GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membraneGO:0051724//NAD transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0006810//transport;GO:0055085//transmembrane transport;GO:1990549//mitochondrial NAD transmembrane transport;GO:0035352//NAD transmembrane transport;GO:0006839//mitochondrial transportK15115//solute carrier family 25 (mitochondrial folate transporter), member 32NP_592957.1//mitochondrial NAD+ transporter (predicted) [Schizosaccharomyces pombe 972h-]putative NAD+ transporter (SPAC227.03c), mRNA

NR_150542.1 NR_150542.1 10.6 16.61 54.6 NA GO:0005739//mitochondrionNA GO:0033617//mitochondrial respiratory chain complex IV assemblyK18188//protein PET117XP_002788942.1//Pet117 cytochrome c oxidase assembly protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1646), miscRNA
2543128 NM_001019366.111.56 9.27 3.76 SPAC3F10.06cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016763//transferase activity, transferring pentosyl groups;GO:0043399//tRNA A64-2'-O-ribosylphosphate transferase activity;GO:0016740//transferase activityGO:0019988//charged-tRNA amino acid modificationK15463 NP_593938.1//initiator methionine tRNA 2'-O-ribosyl phosphate transferase (predicted) [Schizosaccharomyces pombe 972h-]putative initiator methionine tRNA 2'-O-ribosyl phosphate transferase (SPAC3F10.06c), partial mRNA
2539374 NM_001023055.213.31 12.21 12.56 rxt3 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0032221//Rpd3S complex;GO:1990483//Clr6 histone deacetylase complex I'';GO:0070210//Rpd3L-Expanded complexNA GO:0006342//chromatin silencing;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0016575//histone deacetylationNA NP_588063.1//transcriptional regulatory protein Rxt3 [Schizosaccharomyces pombe 972h-]transcriptional regulatory protein Rxt3 (rxt3), mRNA

NR_151384.1 NR_151384.1 12.32 12.34 5.34 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.99), miscRNA
NR_150328.1 NR_150328.1 7.45 4.83 59.29 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1444), miscRNA

9407154 NM_001355856.120.06 20.84 16.37 SPCC757.15 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membraneNA GO:0033617//mitochondrial respiratory chain complex IV assemblyNA XP_002788946.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC757.15), mRNA
NR_149944.1 NR_149944.1 15.11 12.83 4.48 NA GO:0016021//integral component of membraneNA NA NA XP_013023612.1//hypothetical protein SPOG_02217 [Schizosaccharomyces cryophilus OY26]intergenic RNA (predicted) (SPNCRNA.1097), miscRNA

2542793 NM_001019329.218.94 20.28 18.43 rax2 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0031235//intrinsic component of the cytoplasmic side of the plasma membrane;GO:1902929//plasma membrane of growing cell tipNA GO:0061161//positive regulation of establishment of bipolar cell polarity regulating cell shape;GO:0051301//cell division;GO:0007049//cell cycle;GO:0061572//actin filament bundle organizationNA NP_593899.1//cell polarity factor Rax2 [Schizosaccharomyces pombe 972h-]cell polarity factor Rax2 (rax2), mRNA
2542558 NM_001020238.211.99 9.02 5.98 rad1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005829//cytosol;GO:1990421//subtelomeric heterochromatin;GO:0005737//cytoplasm;GO:0030896//checkpoint clamp complexGO:0003684//damaged DNA binding;GO:0004518//nuclease activityGO:0033314//mitotic DNA replication checkpoint;GO:0031573//intra-S DNA damage checkpoint;GO:0007095//mitotic G2 DNA damage checkpoint;GO:0006281//DNA repair;GO:0000723//telomere maintenanceK02830//cell cycle checkpoint protein [EC:3.1.11.2]NP_594809.1//checkpoint clamp complex protein Rad1 [Schizosaccharomyces pombe 972h-]checkpoint clamp complex protein Rad1 (rad1), mRNA

NR_151226.1 NR_151226.1 16.02 16.36 33.12 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.844), miscRNA
2539042 NM_001022880.213.87 14.33 9.48 lig4 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0032807//DNA ligase IV complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0003910//DNA ligase (ATP) activityGO:0071897//DNA biosynthetic process;GO:0006260//DNA replication;GO:0051103//DNA ligation involved in DNA repair;GO:0006297//nucleotide-excision repair, DNA gap filling;GO:0006303//double-strand break repair via nonhomologous end joining;GO:0006310//DNA recombinationK10777//DNA ligase 4 [EC:6.5.1.1]NP_587888.2//DNA ligase Lig4 [Schizosaccharomyces pombe 972h-]DNA ligase Lig4 (lig4), mRNA
2539951 NM_001021519.212.01 11.13 8.49 rsp1 GO:0005654//nucleoplasm;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005874//microtubule;GO:0000923//equatorial microtubule organizing center;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005829//cytosol;GO:0031021//interphase microtubule organizing center;GO:0097196//Shu complexGO:0008270//zinc ion binding;GO:0030544//Hsp70 protein bindingGO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0000725//recombinational repair;GO:1902405//mitotic actomyosin contractile ring localization;GO:0031024//interphase microtubule organizing center assembly;GO:0031025//equatorial microtubule organizing center disassembly;GO:0007097//nuclear migrationK14002;K09503//DnaJ homolog subfamily A member 2;K09506//DnaJ homolog subfamily A member 5NP_595625.1//random septum position protein Rsp1 [Schizosaccharomyces pombe 972h-]random septum position protein Rsp1 (rsp1), mRNA
2538991 NM_001022960.214.68 14.13 8.76 SPCC1393.11GO:0005840//ribosome;GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK17218//sulfide:quinone oxidoreductase [EC:1.8.5.4]NP_587969.1//mitochondrial ribosomal protein subunit L20 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L20 (SPCC1393.11), mRNA

NR_151109.1 NR_151109.1 11.55 14.72 20.82 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.737), miscRNA
2541407 NM_001023879.216.6 18.24 24.16 gal7 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008108//UDP-glucose:hexose-1-phosphate uridylyltransferase activity;GO:0008270//zinc ion bindingGO:0019388//galactose catabolic process;GO:0033499//galactose catabolic process via UDP-galactose;GO:0052574//UDP-D-galactose biosynthetic process;GO:0042125//protein galactosylation;GO:0006012//galactose metabolic processK00965//UDPglucose--hexose-1-phosphate uridylyltransferase [EC:2.7.7.12]NP_596856.1//galactose-1-phosphate uridylyltransferase Gal7 [Schizosaccharomyces pombe 972h-]galactose-1-phosphate uridylyltransferase Gal7 (gal7), mRNA
2539506 NM_001022969.220.09 21.86 9.2 mok14 GO:0016021//integral component of membrane;GO:0005628//prospore membrane;GO:0005619//ascospore wallGO:0033201//alpha-1,4-glucan synthase activity;GO:0047657//alpha-1,3-glucan synthase activityGO:0030476//ascospore wall assembly;GO:0030979//alpha-glucan biosynthetic process;GO:0070600//fungal-type cell wall (1->3)-alpha-glucan biosynthetic process;GO:0070630//(1->4)-alpha-glucan biosynthetic processK00749 NP_587978.1//alpha-1,4-glucan synthase Mok14 [Schizosaccharomyces pombe 972h-]alpha-1,4-glucan synthase Mok14 (mok14), partial mRNA
2538929 NM_001023232.211.98 11.92 4.44 SPCC162.02cGO:0005634//nucleus;GO:0005829//cytosolGO:0003824//catalytic activity;GO:0016874//ligase activityGO:0008152//metabolic processK00143 NP_588242.1//AMP-binding dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative AMP-binding dehydrogenase (SPCC162.02c), mRNA
3361402 NM_001356006.116.06 15.99 4.2 sos7 GO:0000214//tRNA-intron endonuclease complex;GO:0005741//mitochondrial outer membrane;GO:0005737//cytoplasmGO:0016829//lyase activity;GO:0000213//tRNA-intron endonuclease activityGO:0006388//tRNA splicing, via endonucleolytic cleavage and ligation;GO:0000379//tRNA-type intron splice site recognition and cleavageK15322//tRNA-splicing endonuclease subunit Sen2 [EC:3.1.27.9]NP_001018222.1//tRNA-splicing endonuclease subunit catalytic subunit Sen2 (predicted) [Schizosaccharomyces pombe 972h-]protein sos7 (sos7), mRNA
3361420 NM_001018700.218.55 18.86 6.12 csn2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0008180//COP9 signalosomeGO:0019784//NEDD8-specific protease activity;GO:0003714//transcription corepressor activityGO:0090054//regulation of chromatin silencing at silent mating-type cassette;GO:0000338//protein deneddylation;GO:0006974//cellular response to DNA damage stimulus;GO:0090052//regulation of chromatin silencing at centromereK12176//COP9 signalosome complex subunit 2NP_001018220.1//COP9/signalosome complex subunit Csn2 [Schizosaccharomyces pombe 972h-]COP9/signalosome complex subunit Csn2 (csn2), mRNA
2542307 NM_001019468.211.13 10.74 5.99 SPAC16A10.03cGO:0005768//endosome;GO:0005634//nucleus;GO:0030897//HOPS complex;GO:0005667//transcription factor complex;GO:0005829//cytosolGO:0003697//single-stranded DNA binding;GO:0061630//ubiquitin protein ligase activity;GO:0003713//transcription coactivator activity;GO:0030674//protein binding, bridging;GO:0008270//zinc ion binding;GO:0003690//double-stranded DNA bindingGO:0060261//positive regulation of transcription initiation from RNA polymerase II promoter;GO:0006904//vesicle docking involved in exocytosis;GO:0006351//transcription, DNA-templated;GO:0006886//intracellular protein transport;GO:0048278//vesicle docking;GO:0007032//endosome organization;GO:0035542//regulation of SNARE complex assembly;GO:0007040//lysosome organizationK20179//vacuolar protein sorting-associated protein 11NP_594043.2//zinc finger protein Pep5/Vps11-like (predicted) [Schizosaccharomyces pombe 972h-]putative Pep5/Vps11-like zinc finger domain-containing protein (SPAC16A10.03c), mRNA
2543565 NM_001019417.219.09 18.4 36.63 mag1 GO:0005634//nucleus;GO:0032993//protein-DNA complexGO:0052821//DNA-7-methyladenine glycosylase activity;GO:0032131//alkylated DNA binding;GO:0043916//DNA-7-methylguanine glycosylase activity;GO:0003905//alkylbase DNA N-glycosylase activity;GO:0003684//damaged DNA binding;GO:0008725//DNA-3-methyladenine glycosylase activity;GO:0052822//DNA-3-methylguanine glycosylase activity;GO:0052820//DNA-1,N6-ethenoadenine N-glycosylase activityGO:0006307//DNA dealkylation involved in DNA repair;GO:0045007//depurination;GO:0006285//base-excision repair, AP site formationK01247 NP_593991.1//DNA-3-methyladenine glycosylase Mag1 [Schizosaccharomyces pombe 972h-]DNA-3-methyladenine glycosylase Mag1 (mag1), mRNA
2542005 NM_001019874.213.48 13.9 11.9 rtr1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0043175//RNA polymerase core enzyme binding;GO:0046872//metal ion binding;GO:0008420//CTD phosphatase activityGO:0070940//dephosphorylation of RNA polymerase II C-terminal domain;GO:0006351//transcription, DNA-templatedK20827//RNA polymerase II subunit B1 CTD phosphatase RPAP2 [EC:3.1.3.16]NP_594445.1//RNA polymerase II CTD phosphatase Rtr1 (predicted) [Schizosaccharomyces pombe 972h-]putative RNA polymerase II CTD phosphatase Rtr1 (rtr1), mRNA
2539465 NM_001022821.212.48 11.86 21.44 rhp42 GO:0005730//nucleolus;GO:0000111//nucleotide-excision repair factor 2 complex;GO:0000109//nucleotide-excision repair complex;GO:0005737//cytoplasm;GO:0071942//XPC complexGO:0003697//single-stranded DNA binding;GO:0003684//damaged DNA bindingGO:0006298//mismatch repair;GO:0006289//nucleotide-excision repairK10838//xeroderma pigmentosum group C-complementing proteinNP_587828.1//DNA repair protein Rhp42 [Schizosaccharomyces pombe 972h-]DNA repair protein Rhp42 (rhp42), mRNA
2539466 NM_001022673.215.99 55.68 69.67 SPCC757.03cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0019172//glyoxalase III activityGO:1990748//cellular detoxificationK22211 NP_587678.1//ThiJ domain protein [Schizosaccharomyces pombe 972h-]ThiJ domain protein (SPCC757.03c), mRNA
2541173 NM_001021403.212.55 6.52 6.51 nbl1 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0000778//condensed nuclear chromosome kinetochore;GO:1990023//mitotic spindle midzone;GO:0032133//chromosome passenger complexNA GO:0000070//mitotic sister chromatid segregation;GO:0051321//meiotic cell cycleNA NP_595492.2//borealin N terminal domain-containing protein [Schizosaccharomyces pombe 972h-]borealin N terminal domain-containing protein (nbl1), partial mRNA
2541168 NM_001355781.121.56 18.7 5.35 prp17 GO:0010008//endosome membrane;GO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:0000974//Prp19 complex;GO:0071013//catalytic step 2 spliceosome;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0070772//PAS complex;GO:0071014//post-mRNA release spliceosomal complexGO:0046872//metal ion binding;GO:0000285//1-phosphatidylinositol-3-phosphate 5-kinase activity;GO:0005524//ATP binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0032266//phosphatidylinositol-3-phosphate bindingGO:0042147//retrograde transport, endosome to Golgi;GO:0045292//mRNA cis splicing, via spliceosome;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusionK00921//1-phosphatidylinositol-3-phosphate 5-kinase [EC:2.7.1.150];K12816//pre-mRNA-processing factor 17NP_596090.2//1-phosphatidylinositol-3-phosphate 5-kinase Fab1 [Schizosaccharomyces pombe 972h-]splicing factor Prp17 (prp17), mRNA
2540608 NM_001021915.211.91 15.44 11.95 map4 GO:0070263//external side of fungal-type cell wall;GO:0043332//mating projection tip;GO:0005737//cytoplasmNA GO:0000752//agglutination involved in conjugation with cellular fusionK19851 XP_013018220.1//cell agglutination protein mam3 [Schizosaccharomyces octosporus yFS286]agglutination protein Map4 (map4), partial mRNA
2539031 NM_001023416.217.73 24.05 20.06 SPCPB1C11.02GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0015171//amino acid transmembrane transporter activityNA K03293 NP_588425.1//amino-acid permease [Schizosaccharomyces pombe 972h-]amino-acid permease (SPCPB1C11.02), mRNA
2543249 NM_001019500.216.45 15.17 8.49 msw1 GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005635//nuclear envelope;GO:0015630//microtubule cytoskeleton;GO:0099070//static microtubule bundle;GO:1990023//mitotic spindle midzone;GO:0005875//microtubule associated complex;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005876//spindle microtubuleGO:0004830//tryptophan-tRNA ligase activity;GO:0005524//ATP bindingGO:0090307//mitotic spindle assembly;GO:0006436//tryptophanyl-tRNA aminoacylation;GO:0032543//mitochondrial translation;GO:0051301//cell division;GO:0060172//astral microtubule depolymerizationK16578//CLIP-associating protein 1/2;K01867//tryptophanyl-tRNA synthetase [EC:6.1.1.2]NP_594084.1//CLASP family microtubule-associated protein [Schizosaccharomyces pombe 972h-]putative tryptophan--tRNA (Trp) ligase Msw1 (msw1), mRNA
3361131 NM_001355936.112.76 12.53 9.65 wtf17 GO:0016021//integral component of membraneNA GO:0075297//negative regulation of ascospore formationNA XP_004001753.1//wtf element Wtf17 [Schizosaccharomyces pombe 972h-]wtf element Wtf17 (wtf17), partial mRNA
2543476 NM_001018467.210.79 10.91 5.28 SPAC4G8.09GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0003729//mRNA binding;GO:0004823//leucine-tRNA ligase activity;GO:0005524//ATP binding;GO:0002161//aminoacyl-tRNA editing activityGO:0032543//mitochondrial translation;GO:0000372//Group I intron splicing;GO:0006429//leucyl-tRNA aminoacylationK01869//leucyl-tRNA synthetase [EC:6.1.1.4]NP_593069.1//mitochondrial leucine-tRNA ligase (predicted) [Schizosaccharomyces pombe 972h-]putative leucine--tRNA (Leu) ligase (SPAC4G8.09), mRNA
2541561 NM_001018245.215.97 15.74 17.64 SPAC24B11.07cGO:0051286//cell tip;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0050661//NADP binding;GO:0008677//2-dehydropantoate 2-reductase activityNA K00077 NP_592844.1//oxidoreductase (predicted) [Schizosaccharomyces pombe 972h-]putative oxidoreductase (SPAC24B11.07c), mRNA
2541666 NM_001020168.216.35 18.23 24.83 SPAC20G4.05cGO:0005623//cell;GO:0005739//mitochondrionGO:0016209//antioxidant activity;GO:0016491//oxidoreductase activityGO:0045454//cell redox homeostasisNA NP_594740.1//UPF0061 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC20G4.05c), partial mRNA
2541061 NM_001021535.218.96 16.46 15.28 SPBC83.09c GO:0005634//nucleus;GO:0005682//U5 snRNPNA GO:0000244//spliceosomal tri-snRNP complex assemblyK13099//CD2 antigen cytoplasmic tail-binding protein 2NP_595641.1//GYF domain-containing protein [Schizosaccharomyces pombe 972h-]GYF domain-containing protein (SPBC83.09c), mRNA
2540192 NM_001021525.219.36 19.86 13.79 shy1 GO:0031416//NatB complex;GO:0005829//cytosolGO:0003779//actin binding;GO:0071885//N-terminal protein N-methyltransferase activityGO:1903475//mitotic actomyosin contractile ring assembly;GO:0006479//protein methylation;GO:0051604//protein maturationK14998//surfeit locus 1 family protein;K17973//N-terminal acetyltransferase B complex non-catalytic subunitNP_595632.1//NatB N-acetyltransferase complex regulatory subunit Naa25 [Schizosaccharomyces pombe 972h-]putative SURF family protein Shy1 (shy1), mRNA
2541111 NM_001021253.27.65 8.18 10.88 adl1 GO:0005774//vacuolar membrane;GO:0000329//fungal-type vacuole membrane;GO:0005634//nucleus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0000298//endopolyphosphatase activity;GO:0005524//ATP binding;GO:0003910//DNA ligase (ATP) activityGO:0006273//lagging strand elongation;GO:0006797//polyphosphate metabolic process;GO:0071897//DNA biosynthetic process;GO:0006260//DNA replication;GO:0051103//DNA ligation involved in DNA repair;GO:0006310//DNA recombinationK06018;K10747//DNA ligase 1 [EC:6.5.1.1 6.5.1.6 6.5.1.7]NP_595345.1//DNA ligase (predicted) [Schizosaccharomyces pombe 972h-]putative DNA ligase (adl1), mRNA
2543275 NM_001018926.213.48 16.06 7.63 jmj2 GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0032453//histone demethylase activity (H3-K4 specific);GO:0003677//DNA binding;GO:0008168//methyltransferase activity;GO:0034647//histone demethylase activity (H3-trimethyl-K4 specific);GO:0034648//histone demethylase activity (H3-dimethyl-K4 specific);GO:0046872//metal ion binding;GO:0051864//histone demethylase activity (H3-K36 specific);GO:0016706//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;GO:0008270//zinc ion bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016577//histone demethylationK11446//histone demethylase JARID1 [EC:1.14.11.-]NP_593492.1//histone demethylase Jmj2 [Schizosaccharomyces pombe 972h-]histone demethylase Jmj2 (jmj2), partial mRNA
2538818 NM_001023111.217.06 13.2 15.21 SPCC645.12cGO:0005634//nucleusNA NA NA NP_588121.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC645.12c), partial mRNA
2540148 NM_001022420.2 11 11.33 5.03 dna2 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0000784//nuclear chromosome, telomeric region;GO:0005829//cytosol;GO:0043596//nuclear replication fork;GO:0005737//cytoplasm;GO:0005657//replication forkGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0017108//5'-flap endonuclease activity;GO:0004386//helicase activity;GO:0043142//single-stranded DNA-dependent ATPase activity;GO:0045145//single-stranded DNA 5'-3' exodeoxyribonuclease activity;GO:0019901//protein kinase binding;GO:0004518//nuclease activity;GO:0004003//ATP-dependent DNA helicase activity;GO:1990601//5' overhang single-stranded DNA endodeoxyribonuclease activity;GO:0046872//metal ion binding;GO:0003682//chromatin binding;GO:0051539//4 iron, 4 sulfur cluster bindingGO:0033567//DNA replication, Okazaki fragment processing;GO:0071932//replication fork reversal;GO:0006281//DNA repair;GO:0031860//telomeric 3' overhang formation;GO:0072429//response to intra-S DNA damage checkpoint signaling;GO:1903461//Okazaki fragment processing involved in mitotic DNA replication;GO:1903469//removal of RNA primer involved in mitotic DNA replication;GO:0031297//replication fork processingK10742//DNA replication ATP-dependent helicase Dna2 [EC:3.6.4.12]NP_596499.2//DNA replication endonuclease-helicase Dna2 [Schizosaccharomyces pombe 972h-]DNA replication endonuclease-helicase Dna2 (dna2), mRNA
2542292 NM_001356061.126.4 31.07 32.93 imt3 GO:0032588//trans-Golgi network membrane;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0033106//cis-Golgi network membraneGO:0016757//transferase activity, transferring glycosyl groups;GO:0000030//mannosyltransferase activityGO:0051999//mannosyl-inositol phosphorylceramide biosynthetic processK05528 NP_593734.1//mannosyltransferase Imt3 [Schizosaccharomyces pombe 972h-]mannosyltransferase Imt3 (imt3), mRNA
2543116 NM_001019619.216.41 16.23 18.17 pcu4 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0005829//cytosol;GO:0043494//CLRC ubiquitin ligase complex;GO:0000775//chromosome, centromeric region;GO:0031618//nuclear pericentric heterochromatinGO:0031625//ubiquitin protein ligase bindingGO:0031048//chromatin silencing by small RNA;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0006283//transcription-coupled nucleotide-excision repair;GO:0006351//transcription, DNA-templated;GO:0051446//positive regulation of meiotic cell cycle;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0006348//chromatin silencing at telomere;GO:0030702//chromatin silencing at centromere;GO:0051570//regulation of histone H3-K9 methylation;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0016569//covalent chromatin modification;GO:0034613//cellular protein localization;GO:0031507//heterochromatin assemblyK14310//nuclear pore complex protein Nup205;K10609//cullin 4NP_594195.1//cullin 4 [Schizosaccharomyces pombe 972h-]cullin 4 (pcu4), mRNA
2542776 NM_001018816.212.36 10.36 8.5 ire1 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0004521//endoribonuclease activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0004540//ribonuclease activityGO:0006397//mRNA processing;GO:0030968//endoplasmic reticulum unfolded protein response;GO:0000956//nuclear-transcribed mRNA catabolic processK08852//serine/threonine-protein kinase/endoribonuclease IRE1 [EC:2.7.11.1 3.1.26.-]NP_593384.1//serine/threonine protein kinase Ppk4/ sensor for unfolded proteins in the ER (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk4 (ire1), mRNA
2540217 NM_001022026.229.97 36.04 25.99 str1 GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0015343//siderophore transmembrane transporter activityGO:0044718//siderophore transmembrane transport;GO:0006879//cellular iron ion homeostasis;GO:0055085//transmembrane transport;GO:0033214//iron assimilation by chelation and transportK08197 NP_596109.1//siderophore-iron transporter Str1 [Schizosaccharomyces pombe 972h-]siderophore-Fe(3+) transporter Str1 (str1), mRNA

NR_150205.1 NR_150205.1 16.6 12.13 18.95 NA GO:0033553//rDNA heterochromatin;GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0031934//mating-type region heterochromatin;GO:0030874//nucleolar chromatin;GO:0000790//nuclear chromatin;GO:1990707//nuclear subtelomeric heterochromatin;GO:0070824//SHREC complex;GO:0031618//nuclear pericentric heterochromatinGO:0004407//histone deacetylase activity;GO:0031078//histone deacetylase activity (H3-K14 specific);GO:0032041//NAD-dependent histone deacetylase activity (H3-K14 specific)GO:0030466//chromatin silencing at silent mating-type cassette;GO:0006351//transcription, DNA-templated;GO:0035391//maintenance of chromatin silencing at silent mating-type cassette;GO:0006348//chromatin silencing at telomere;GO:0016584//nucleosome positioning;GO:0030702//chromatin silencing at centromere;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0000183//chromatin silencing at rDNA;GO:0016575//histone deacetylationK11407//histone deacetylase 6 [EC:3.5.1.98]NP_595104.1//histone deacetylase (class II) Clr3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1331), miscRNA
2543030 NM_001020070.210.33 8.44 2.94 SPAC12B10.10GO:0071341//medial cortical node;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringNA GO:1903617//positive regulation of mitotic cytokinesis, site selection;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:1902406//mitotic actomyosin contractile ring maintenanceNA NP_594642.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC12B10.10), partial mRNA
2539567 NM_001023528.213.15 13.84 15.96 SPCC70.06 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0005730//nucleolus;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0070390//transcription export complex 2NA GO:0006406//mRNA export from nucleus;GO:0042274//ribosomal small subunit biogenesis;GO:0006611//protein export from nucleusK00943//dTMP kinase [EC:2.7.4.9]NP_588540.1//nuclear export factor (predicted) [Schizosaccharomyces pombe 972h-]putative nuclear export factor (SPCC70.06), mRNA
2538793 NM_001022974.316.67 16.63 5.4 sec59 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0004168//dolichol kinase activity;GO:0016301//kinase activityGO:0006486//protein glycosylation;GO:0006487//protein N-linked glycosylation;GO:0043048//dolichyl monophosphate biosynthetic processK00902//dolichol kinase [EC:2.7.1.108]NP_587983.3//dolichol kinase Sec59 (predicted) [Schizosaccharomyces pombe 972h-]putative dolichol kinase Sec59 (sec59), mRNA
2539111 NM_001023278.211.06 11.69 16.29 SPCC417.11cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0052689//carboxylic ester hydrolase activity;GO:0008483//transaminase activity;GO:0042286//glutamate-1-semialdehyde 2,1-aminomutase activity;GO:0030170//pyridoxal phosphate bindingGO:0006779//porphyrin-containing compound biosynthetic processK01845//glutamate-1-semialdehyde 2,1-aminomutase [EC:5.4.3.8]NP_588289.2//carboxylesterase-lipase family protein [Schizosaccharomyces pombe 972h-]glutamate-1-semialdehyde 2,1-aminomutase aminotransferase (SPCC417.11c), mRNA
2542032 NM_001019066.210.75 11.12 5.33 pnk1 GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0034457//Mpp10 complex;GO:0005732//small nucleolar ribonucleoprotein complex;GO:0030532//small nuclear ribonucleoprotein complex;GO:0005829//cytosolGO:0046403//polynucleotide 3'-phosphatase activity;GO:0005524//ATP binding;GO:0019201//nucleotide kinase activity;GO:0003690//double-stranded DNA binding;GO:0046404//ATP-dependent polydeoxyribonucleotide 5'-hydroxyl-kinase activityGO:0006284//base-excision repair;GO:0000012//single strand break repair;GO:0098504//DNA 3' dephosphorylation involved in DNA repair;GO:0006364//rRNA processing;GO:0030490//maturation of SSU-rRNAK08073//bifunctional polynucleotide phosphatase/kinase [EC:3.1.3.32 2.7.1.78];K14559//U3 small nucleolar RNA-associated protein MPP10NP_593634.1//U3 snoRNP-associated protein Mpp1 (predicted) [Schizosaccharomyces pombe 972h-]DNA kinase/phosphatase Pnk1 (pnk1), mRNA
2541508 NM_001018352.318.05 15.94 8.47 SPAC24H6.01cGO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0016746//transferase activity, transferring acyl groups;GO:0008374//O-acyltransferase activityGO:0006506//GPI anchor biosynthetic processNA NP_592951.3//membrane bound O-acyltransferase, MBOAT (predicted) [Schizosaccharomyces pombe 972h-]putative MBOAT family O-acyltransferase (SPAC24H6.01c), mRNA
2539787 NM_001021834.212.74 14.21 15.25 SPBC15C4.06cGO:0005774//vacuolar membrane;GO:0051286//cell tip;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0032153//cell division siteGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityNA K19898 NP_595926.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPBC15C4.06c), mRNA
2539519 NM_001022832.212.65 12.14 5.43 vps3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0033263//CORVET complexGO:0030695//GTPase regulator activityGO:0006886//intracellular protein transport;GO:0045324//late endosome to vacuole transport;GO:0016192//vesicle-mediated transportK20177//vacuolar protein sorting-associated protein 3NP_587839.1//GTPase regulator Vps3 (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase regulator Vps3 (vps3), mRNA

NR_150467.1 NR_150467.1 18.16 19.95 11.15 NA GO:0005634//nucleus;GO:0099053//activating signal cointegrator 1 complex;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycle;GO:0023052//signalingNA NP_596252.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1576), miscRNA
2542081 NM_001019880.322.02 19.61 22.88 SPAC26H5.04GO:0005634//nucleus;GO:0005829//cytosol;GO:0034657//GID complex;GO:0005737//cytoplasm;GO:0005773//vacuoleNA GO:0007039//protein catabolic process in the vacuole;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0045721//negative regulation of gluconeogenesisNA NP_594451.2//vacuolar import and degradation protein Vid28 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Vid28 (SPAC26H5.04), mRNA
2539700 NM_001355876.119.1 19.28 19.51 klp6 GO:0061673//mitotic spindle astral microtubule;GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0055028//cortical microtubule;GO:0044732//mitotic spindle pole body;GO:0035371//microtubule plus-end;GO:0015630//microtubule cytoskeleton;GO:1990023//mitotic spindle midzone;GO:0005737//cytoplasm;GO:0005873//plus-end kinesin complex;GO:0005829//cytosol;GO:0000777//condensed chromosome kinetochore;GO:1990295//post-anaphase microtubule array;GO:0005871//kinesin complexGO:0005524//ATP binding;GO:0008017//microtubule binding;GO:0016887//ATPase activity;GO:0008574//ATP-dependent microtubule motor activity, plus-end-directedGO:1903475//mitotic actomyosin contractile ring assembly;GO:1990942//mitotic metaphase chromosome recapture;GO:0007018//microtubule-based movement;GO:0010938//cytoplasmic microtubule depolymerization;GO:1990758//mitotic sister chromatid biorientation;GO:0007019//microtubule depolymerization;GO:0099607//lateral attachment of mitotic spindle microtubules to kinetochore;GO:1902426//deactivation of mitotic spindle assembly checkpoint;GO:0000070//mitotic sister chromatid segregation;GO:0051305//chromosome movement towards spindle pole;GO:0007052//mitotic spindle organizationK10401//kinesin family member 18/19XP_001713122.1//kinesin-like protein Klp6 [Schizosaccharomyces pombe 972h-]kinesin-like protein Klp6 (klp6), mRNA
2543419 NM_001019415.213.69 13.8 9.31 SPAPB24D3.02cGO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0015179//L-amino acid transmembrane transporter activity;GO:0015297//antiporter activity;GO:0015171//amino acid transmembrane transporter activityNA K19564;K09885NP_593989.1//amino-acid permease [Schizosaccharomyces pombe 972h-]amino-acid permease (SPAPB24D3.02c), mRNA

NR_149928.1 NR_149928.1 14.21 15.54 215.44 NA GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0036009//protein-glutamine N-methyltransferase activity;GO:0008276//protein methyltransferase activity;GO:0003676//nucleic acid bindingGO:0070126//mitochondrial translational terminationNA NP_594983.1//mitochondrial S-adenosylmethionine-dependent methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1081), miscRNA
2542837 NM_001018967.218.4 26.07 43.09 SPAC140.04 GO:0005634//nucleusNA GO:0032210//regulation of telomere maintenance via telomeraseK10750//chromatin assembly factor 1 subunit A;K18626//trichohyalin;K02896//large subunit ribosomal protein L24eNP_593533.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC140.04), mRNA
2539248 NM_001023402.213.23 13.32 11.62 hrr1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000775//chromosome, centromeric region;GO:0031379//RNA-directed RNA polymerase complex;GO:0031380//nuclear RNA-directed RNA polymerase complexGO:0003723//RNA binding;GO:0005524//ATP binding;GO:0004386//helicase activityGO:0031048//chromatin silencing by small RNA;GO:0007059//chromosome segregation;GO:0006338//chromatin remodeling;GO:0007049//cell cycle;GO:0030702//chromatin silencing at centromereK11701 NP_588411.2//Helicase Required for RNAi-mediated heterochromatin assembly Hrr1 [Schizosaccharomyces pombe 972h-]helicase Hrr1 (hrr1), mRNA
2539472 NM_001022745.29.43 7.15 3.6 SPCC794.03 GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0015179//L-amino acid transmembrane transporter activity;GO:0015297//antiporter activity;GO:0015171//amino acid transmembrane transporter activityNA K19564;K09885;K03243//translation initiation factor 5BNP_587751.1//thiamine transporter [Schizosaccharomyces pombe 972h-]thiamine transporter (SPCC794.03), mRNA

NR_151144.1 NR_151144.1 19.52 22.29 12.68 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.77), miscRNA
2541810 NM_001018187.214.67 20.16 16.89 dak2 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0050354//triokinase activity;GO:0004371//glycerone kinase activityGO:0006071//glycerol metabolic processK00863//triose/dihydroxyacetone kinase / FAD-AMP lyase (cyclizing) [EC:2.7.1.28 2.7.1.29 4.6.1.15]NP_592787.1//dihydroxyacetone kinase Dak2 [Schizosaccharomyces pombe 972h-]dihydroxyacetone kinase Dak2 (dak2), partial mRNA
2539626 NM_001022122.211.31 14.74 4.94 SPBC1703.08cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003878//ATP citrate synthase activity;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0046912//transferase activity, transferring acyl groups, acyl groups converted into alkyl on transfer;GO:0048037//cofactor binding;GO:0030272//5-formyltetrahydrofolate cyclo-ligase activityGO:0006101//citrate metabolic process;GO:0006085//acetyl-CoA biosynthetic process;GO:0008152//metabolic process;GO:0006091//generation of precursor metabolites and energy;GO:0035999//tetrahydrofolate interconversion;GO:0009396//folic acid-containing compound biosynthetic process;GO:0006629//lipid metabolic processK01934//5-formyltetrahydrofolate cyclo-ligase [EC:6.3.3.2];K01648//ATP citrate (pro-S)-lyase [EC:2.3.3.8]NP_596202.1//ATP citrate synthase subunit 1 (predicted) [Schizosaccharomyces pombe 972h-]putative 5-formyltetrahydrofolate cyclo-ligase (SPBC1703.08c), mRNA
2541492 NM_001019276.219.6 19.25 8.54 sec39 GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0005789//endoplasmic reticulum membraneNA GO:0006886//intracellular protein transport;GO:0006890//retrograde vesicle-mediated transport, Golgi to ERK20475 NP_593847.1//secretory pathway protein Sec39 (predicted) [Schizosaccharomyces pombe 972h-]putative secretory pathway protein Sec39 (sec39), mRNA
2542440 NM_001019669.213.61 15.63 22.17 SPAC17A2.12GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0061630//ubiquitin protein ligase activity;GO:0005524//ATP binding;GO:0008270//zinc ion binding;GO:0004386//helicase activity;GO:0140083//protein-DNA unloading ATPase activity;GO:0004003//ATP-dependent DNA helicase activityGO:1990505//mitotic DNA replication maintenance of fidelity;GO:0042262//DNA protection;GO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0000724//double-strand break repair via homologous recombination;GO:0032435//negative regulation of proteasomal ubiquitin-dependent protein catabolic processK15505;K15083NP_594246.1//ATP-dependent DNA helicase (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent DNA helicase (SPAC17A2.12), mRNA
2538919 NM_001023477.216.46 16.48 15.55 SPCC1919.04GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0005635//nuclear envelope;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_588486.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1919.04), mRNA
2540559 NM_001022567.216.14 17.29 5.82 SPBC26H8.04cGO:0097042//extrinsic component of fungal-type vacuolar membrane;GO:0005622//intracellular;GO:0035859//Seh1-associated complex;GO:1990130//GATOR1 complexGO:0005096//GTPase activator activityGO:0032007//negative regulation of TOR signaling;GO:0034198//cellular response to amino acid starvation;GO:2000785//regulation of autophagosome assembly;GO:0010506//regulation of autophagy;GO:0035556//intracellular signal transductionK20404//DEP domain-containing protein 5NP_596645.1//DEP domain protein [Schizosaccharomyces pombe 972h-]DEP domain protein (SPBC26H8.04c), mRNA
2539368 NM_001022985.215.99 15.82 8.19 coq10 GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0048039//ubiquinone bindingGO:0006744//ubiquinone biosynthetic process;GO:0045333//cellular respirationK18588//coenzyme Q-binding protein COQ10NP_587994.1//mitochondrial ubiquinone binding protein Coq10 [Schizosaccharomyces pombe 972h-]ubiquinone-binding protein Coq10 (coq10), mRNA
2541437 NM_001018636.215.42 15.73 13.09 sap114 GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0005681//spliceosomal complex;GO:0071013//catalytic step 2 spliceosomeGO:0003723//RNA bindingGO:0006396//RNA processing;GO:0000381//regulation of alternative mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosome;GO:0000389//mRNA 3'-splice site recognitionK12825//splicing factor 3A subunit 1NP_593239.1//splicing factor Sap114 [Schizosaccharomyces pombe 972h-]splicing factor Sap114 (sap114), mRNA

NR_150644.1 NR_150644.1 15.7 14.74 5.72 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.228), miscRNA
NR_151084.1 NR_151084.1 3.4 1.19 2.72 NA GO:0010494//cytoplasmic stress granule;GO:0005829//cytosol;GO:0033290//eukaryotic 48S preinitiation complex;GO:0022627//cytosolic small ribosomal subunitGO:0043022//ribosome binding;GO:0003743//translation initiation factor activity;GO:0046872//metal ion binding;GO:0005525//GTP binding;GO:0031369//translation initiation factor binding;GO:0003924//GTPase activityGO:0006446//regulation of translational initiation;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0001732//formation of cytoplasmic translation initiation complex;GO:0002183//cytoplasmic translational initiation;GO:0042255//ribosome assemblyK03243//translation initiation factor 5BNP_593218.1//translation initiation factor IF2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.714), miscRNA
NR_151174.1 NR_151174.1 14.71 15.51 20.7 NA GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0006396//RNA processing;GO:0045292//mRNA cis splicing, via spliceosomeK13117//ATP-dependent RNA helicase DDX35 [EC:3.6.4.13]NP_593629.1//ATP-dependent RNA helicase, spliceosomal (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.797), miscRNA

2542013 NM_001019062.215.97 18.31 44.15 rho5 GO:0016020//membrane;GO:0005634//nucleus;GO:0051286//cell tip;GO:0031520//plasma membrane of cell tip;GO:0005622//intracellular;GO:0032153//cell division site;GO:0005829//cytosol;GO:0031234//extrinsic component of cytoplasmic side of plasma membrane;GO:0030427//site of polarized growth;GO:0000935//division septumGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0032955//regulation of division septum assembly;GO:0032995//regulation of fungal-type cell wall biogenesis;GO:2000769//regulation of establishment or maintenance of cell polarity regulating cell shape;GO:0030100//regulation of endocytosis;GO:0032956//regulation of actin cytoskeleton organization;GO:0030950//establishment or maintenance of actin cytoskeleton polarity;GO:0007266//Rho protein signal transduction;GO:0007264//small GTPase mediated signal transduction;GO:0060635//positive regulation of (1->3)-beta-D-glucan biosynthetic process;GO:0060583//regulation of actin cortical patch localization;GO:0032949//regulation of alpha-glucan biosynthetic process;GO:0090334//regulation of cell wall (1->3)-beta-D-glucan biosynthetic processK04513//Ras homolog gene family, member ANP_593631.1//Rho family GTPase Rho5 [Schizosaccharomyces pombe 972h-]Rho family GTPase Rho5 (rho5), mRNA
2541237 NM_001021179.222.2 18.36 5.62 SPBC947.04 GO:0005783//endoplasmic reticulum;GO:0070263//external side of fungal-type cell wall;GO:0010339//external side of cell wall;GO:0005737//cytoplasmGO:0050839//cell adhesion molecule bindingGO:0098609//cell-cell adhesion;GO:0043689//cell-cell adhesion involved in flocculationK19851;K01183//chitinase [EC:3.2.1.14]NP_595272.1//cell surface glycoprotein (predicted), DIPSY family [Schizosaccharomyces pombe 972h-]putative DIPSY family glycoprotein (SPBC947.04), mRNA
2542506 NM_001019392.215.49 16.31 4.15 SPACUNK4.13cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0017111//nucleoside-triphosphatase activity;GO:0005525//GTP binding;GO:0016887//ATPase activityNA K06942//ribosome-binding ATPase;K19788//obg-like ATPase 1NP_593965.1//mitochondrial NTPase Ylf2 (predicted) [Schizosaccharomyces pombe 972h-]putative NTPase Ylf2 (SPACUNK4.13c), mRNA
2541271 NM_001021170.217.45 15.44 20.63 rba50 GO:0005665//DNA-directed RNA polymerase II, core complex;GO:0005634//nucleus;GO:0005829//cytosolNA GO:0006366//transcription from RNA polymerase II promoterK20826//RNA polymerase II-associated protein 1NP_595263.1//RNA polymerase II associated protein (predicted) [Schizosaccharomyces pombe 972h-]putative RNA polymerase II-associated protein (rba50), mRNA
2543413 NM_001019290.213.04 11.86 37.32 spp42 GO:0005681//spliceosomal complex;GO:0005682//U5 snRNP;GO:0000974//Prp19 complex;GO:0071014//post-mRNA release spliceosomal complex;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0030620//U2 snRNA binding;GO:0000386//second spliceosomal transesterification activity;GO:0030619//U1 snRNA binding;GO:0097157//pre-mRNA intronic binding;GO:0017070//U6 snRNA binding;GO:0030623//U5 snRNA bindingGO:0000244//spliceosomal tri-snRNP complex assembly;GO:0000350//generation of catalytic spliceosome for second transesterification step;GO:0000398//mRNA splicing, via spliceosome;GO:0000389//mRNA 3'-splice site recognitionK12856//pre-mRNA-processing factor 8XP_013018606.1//U5 snRNP complex subunit Spp42 [Schizosaccharomyces octosporus yFS286]U5 snRNP complex subunit Spp42 (spp42), mRNA
2543210 NM_001356117.121.46 20.9 10.24 SPAC3A11.03GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0046872//metal ion bindingGO:0051321//meiotic cell cycle;GO:2000765//regulation of cytoplasmic translationK14404//cleavage and polyadenylation specificity factor subunit 4NP_594201.1//zinc finger protein Cps3 [Schizosaccharomyces pombe 972h-]putative methyltransferase (SPAC3A11.03), mRNA

NR_151196.1 NR_151196.1 16.84 13.31 13.98 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.817), miscRNA
NR_151228.1 NR_151228.1 33.53 24.36 0 NA GO:0005634//nucleus;GO:0000307//cyclin-dependent protein kinase holoenzyme complex;GO:0044732//mitotic spindle pole body;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0061575//cyclin-dependent protein serine/threonine kinase activator activityGO:1900087//positive regulation of G1/S transition of mitotic cell cycle;GO:0007089//traversing start control point of mitotic cell cycle;GO:0051301//cell division;GO:0072450//signal transduction involved in G1 cell size control checkpoint;GO:0000746//conjugation;GO:0031138//negative regulation of conjugation with cellular fusionK02220 NP_593889.1//G1/S-specific B-type cyclin Cig2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.846), miscRNA

2543168 NM_001018329.215.26 15.16 18.69 gef2 GO:0044732//mitotic spindle pole body;GO:0071341//medial cortical node;GO:0005829//cytosol;GO:0005622//intracellular;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0005096//GTPase activator activity;GO:0005089//Rho guanyl-nucleotide exchange factor activityGO:1903617//positive regulation of mitotic cytokinesis, site selection;GO:0007165//signal transduction;GO:1902406//mitotic actomyosin contractile ring maintenance;GO:0035023//regulation of Rho protein signal transduction;GO:0035556//intracellular signal transduction;GO:0000917//division septum assemblyNA NP_592928.1//RhoGEF Gef2 [Schizosaccharomyces pombe 972h-]RhoGEF Gef2 (gef2), mRNA
2543216 NM_001018282.212.76 13.06 6.06 SPAC12G12.16cGO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0004519//endonuclease activity;GO:0004518//nuclease activityGO:0006281//DNA repairK04799//flap endonuclease-1 [EC:3.-.-.-]NP_592882.1//Fen1 family nuclease, XP-G family (predicted) [Schizosaccharomyces pombe 972h-]putative XP-G family Fen1-like nuclease (SPAC12G12.16c), mRNA

NR_150319.1 NR_150319.1 11.83 14.03 241.39 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1436), miscRNA
2540227 NM_001022497.216.36 14.24 5.54 hip3 GO:0005634//nucleus;GO:0000417//HIR complexNA GO:0007059//chromosome segregation;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0006336//DNA replication-independent nucleosome assembly;GO:0070868//heterochromatin organization involved in chromatin silencingNA NP_596576.1//HIRA interacting protein Hip3 [Schizosaccharomyces pombe 972h-]HIRA-interacting protein Hip3 (hip3), mRNA
2540523 NM_001021966.219.87 18.43 7.44 SPBC29A10.10cGO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0035649//Nrd1 complexGO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activityGO:0006302//double-strand break repair;GO:0016180//snRNA processing;GO:0031126//snoRNA 3'-end processing;GO:0031124//mRNA 3'-end processing;GO:0006364//rRNA processing;GO:0008033//tRNA processingK10706//senataxin [EC:3.6.4.-]NP_596055.1//tRNA-splicing endonuclease positive effector (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA-splicing endonuclease positive effector (SPBC29A10.10c), mRNA
2539487 NM_001023038.212.69 11.51 5.88 for3 GO:0043332//mating projection tip;GO:0005886//plasma membrane;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0051285//cell cortex of cell tip;GO:0005826//actomyosin contractile ringGO:0003779//actin binding;GO:0017048//Rho GTPase bindingGO:1903475//mitotic actomyosin contractile ring assembly;GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0000226//microtubule cytoskeleton organization;GO:0030036//actin cytoskeleton organization;GO:0045010//actin nucleation;GO:0007015//actin filament organization;GO:1904498//protein localization to mitotic actomyosin contractile ring;GO:0051017//actin filament bundle assemblyK11238;K17971NP_588046.1//formin For3 [Schizosaccharomyces pombe 972h-]formin For3 (for3), mRNA

NR_149842.1 NR_149842.1 13.95 15.87 77.02 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0032299//ribonuclease H2 complexNA GO:0006401//RNA catabolic process;GO:1903469//removal of RNA primer involved in mitotic DNA replication;GO:0090502//RNA phosphodiester bond hydrolysis, endonucleolyticK10745//ribonuclease H2 subunit CNP_594647.1//ribonuclease H2 complex subunit (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1003), miscRNA
2539215 NM_001023335.217.38 15.63 11.89 msh6 GO:0005634//nucleus;GO:0032302//MutSbeta complex;GO:0005829//cytosol;GO:0032301//MutSalpha complexGO:0005524//ATP binding;GO:0000404//heteroduplex DNA loop binding;GO:0032137//guanine/thymine mispair binding;GO:0000406//double-strand/single-strand DNA junction binding;GO:0003684//damaged DNA binding;GO:0032138//single base insertion or deletion binding;GO:0008094//DNA-dependent ATPase activity;GO:0000403//Y-form DNA binding;GO:0016887//ATPase activity;GO:0000400//four-way junction DNA bindingGO:0000710//meiotic mismatch repair;GO:0043111//replication fork arrest;GO:0006298//mismatch repair;GO:0036297//interstrand cross-link repair;GO:0043570//maintenance of DNA repeat elementsK08737//DNA mismatch repair protein MSH6NP_588344.1//DNA mismatch repair protein [Schizosaccharomyces pombe 972h-]DNA mismatch repair protein (msh6), mRNA
2540837 NM_001356234.114.56 16.03 5.7 ubp4 GO:0005768//endosome;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0036459//thiol-dependent ubiquitinyl hydrolase activityGO:0071108//protein K48-linked deubiquitination;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitination;GO:0035871//protein K11-linked deubiquitinationK11839//ubiquitin carboxyl-terminal hydrolase 8 [EC:3.4.19.12]NP_595732.2//ubiquitin C-terminal hydrolase Ubp4 [Schizosaccharomyces pombe 972h-]ubiquitin hydrolase Ubp4 (ubp4), mRNA
2541124 NM_001021268.215.45 15.11 4.52 cwf11 GO:0005684//U2-type spliceosomal complex;GO:0005681//spliceosomal complex;GO:0071014//post-mRNA release spliceosomal complexGO:0004386//helicase activityGO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosomeK12874//intron-binding protein aquariusNP_595360.1//complexed with Cdc5 protein Cwf11 [Schizosaccharomyces pombe 972h-]protein Cwf11 (cwf11), mRNA
2541295 NM_001021174.217.92 17.87 17.27 SPBC947.09 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016829//lyase activity;GO:0003824//catalytic activity;GO:0019172//glyoxalase III activityGO:1990748//cellular detoxificationK22211 NP_595267.1//ThiJ domain protein [Schizosaccharomyces pombe 972h-]ThiJ domain protein (SPBC947.09), mRNA
2539481 NM_001023178.210.11 8.7 20.91 epe1 GO:0005634//nucleus;GO:0005720//nuclear heterochromatin;GO:0034507//chromosome, centromeric outer repeat regionGO:0046872//metal ion binding;GO:0051864//histone demethylase activity (H3-K36 specific)GO:0090054//regulation of chromatin silencing at silent mating-type cassette;GO:0006338//chromatin remodeling;GO:0031454//regulation of extent of heterochromatin assembly;GO:0006351//transcription, DNA-templated;GO:0001672//regulation of chromatin assembly or disassembly;GO:0033696//negative regulation of extent of heterochromatin assembly;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0090052//regulation of chromatin silencing at centromereK10276//F-box and leucine-rich repeat protein 10/11 [EC:1.14.11.27]NP_588188.1//Jmjc domain chromatin associated protein Epe1 [Schizosaccharomyces pombe 972h-]Jmjc domain-containing protein Epe1 (epe1), mRNA

NR_150087.1 NR_150087.1 21.82 18.12 19.13 NA GO:0070847//core mediator complex;GO:0005634//nucleus;GO:0016592//mediator complex;GO:0005829//cytosolGO:0001104//RNA polymerase II transcription cofactor activity;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK15138 NP_588304.1//mediator complex subunit Med19/Rox3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1225), miscRNA
2540828 NM_001022342.213.78 16.27 7.63 vps25 GO:0005685//U1 snRNP;GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0005730//nucleolusGO:0003723//RNA binding;GO:0030619//U1 snRNA binding;GO:0035614//snRNA stem-loop bindingGO:0000398//mRNA splicing, via spliceosome;GO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosomeK11094//U2 small nuclear ribonucleoprotein B'';K21767//tubulin-specific chaperone D;K12189//ESCRT-II complex subunit VPS25NP_596424.1//U1 snRNP-associated protein Usp102 [Schizosaccharomyces pombe 972h-]ESCRT II complex subunit Vps25 (vps25), mRNA
2542418 NM_001019347.213.35 11.43 11.33 dad2 GO:0005634//nucleus;GO:0042729//DASH complex;GO:0044732//mitotic spindle pole body;GO:0005874//microtubule;GO:0005829//cytosol;GO:0000778//condensed nuclear chromosome kinetochore;GO:1990023//mitotic spindle midzoneGO:0051010//microtubule plus-end bindingGO:0000278//mitotic cell cycle;GO:0051987//positive regulation of attachment of spindle microtubules to kinetochore;GO:0051301//cell division;GO:0007052//mitotic spindle organization;GO:1990758//mitotic sister chromatid biorientation;GO:0031116//positive regulation of microtubule polymerizationK11567 NP_593918.1//DASH complex subunit Dad2 [Schizosaccharomyces pombe 972h-]DASH complex subunit Dad2 (dad2), mRNA
2541765 NM_001020362.25.24 8.56 5.77 map1 GO:0005634//nucleusGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000987//proximal promoter sequence-specific DNA binding;GO:0046983//protein dimerization activityGO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0036003//positive regulation of transcription from RNA polymerase II promoter in response to stress;GO:0007532//regulation of mating-type specific transcription, DNA-templated;GO:0010514//induction of conjugation with cellular fusionK12412 NP_594931.1//MADS-box transcription factor Map1 [Schizosaccharomyces pombe 972h-]MADS-box transcription factor Map1 (map1), mRNA
2542630 NM_001019938.316.71 13.03 10.13 SPAC2C4.06cGO:0005634//nucleus;GO:0005730//nucleolusGO:0016428//tRNA (cytosine-5-)-methyltransferase activity;GO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0003723//RNA binding;GO:0009383//rRNA (cytosine-C5-)-methyltransferase activity;GO:0008173//RNA methyltransferase activityGO:0030488//tRNA methylation;GO:0070475//rRNA base methylationK15264//25S rRNA (cytosine2278-C5)-methyltransferase [EC:2.1.1.311]NP_594509.3//rRNA methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative rRNA methyltransferase (SPAC2C4.06c), mRNA
2539646 NM_001355797.116.29 14.82 9.73 SPBC15D4.13cGO:0005634//nucleus;GO:0099053//activating signal cointegrator 1 complex;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0023052//signalingK18666//activating signal cointegrator complex subunit 1XP_001713141.2//hypothetical protein SPBC15D4.13c [Schizosaccharomyces pombe 972h-]putative ASCC1 family protein (SPBC15D4.13c), partial mRNA
2543189 NM_001018604.228.53 28.37 17.88 cwf19 GO:0005684//U2-type spliceosomal complex;GO:0005681//spliceosomal complex;GO:0071014//post-mRNA release spliceosomal complexNA GO:0045292//mRNA cis splicing, via spliceosomeNA NP_593208.1//complexed with Cdc5 protein Cwf19 [Schizosaccharomyces pombe 972h-]protein Cwf19 (cwf19), mRNA
2542239 NM_001019098.211.23 9.54 5.2 chp1 GO:0005634//nucleus;GO:0005816//spindle pole body;GO:0031934//mating-type region heterochromatin;GO:0005737//cytoplasm;GO:1990707//nuclear subtelomeric heterochromatin;GO:0030958//RITS complex;GO:0031618//nuclear pericentric heterochromatin;GO:0034507//chromosome, centromeric outer repeat regionGO:0031493//nucleosomal histone binding;GO:0003677//DNA binding;GO:0035064//methylated histone binding;GO:0003676//nucleic acid binding;GO:0003727//single-stranded RNA bindingGO:0031048//chromatin silencing by small RNA;GO:0071459//protein localization to chromosome, centromeric region;GO:0007059//chromosome segregation;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0031508//pericentric heterochromatin assembly;GO:0034613//cellular protein localization;GO:0007049//cell cycleK11595;K11419//histone-lysine N-methyltransferase SUV39H [EC:2.1.1.43]NP_593666.1//chromodomain protein Chp1 [Schizosaccharomyces pombe 972h-]chromodomain protein Chp1 (chp1), mRNA
2542687 NM_001019888.213.07 10.93 5.58 rpo41 GO:0005759//mitochondrial matrix;GO:0042645//mitochondrial nucleoid;GO:0034245//mitochondrial DNA-directed RNA polymerase complex;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA binding;GO:0001065//mitochondrial single subunit type RNA polymerase activity;GO:0003896//DNA primase activityGO:0006390//transcription from mitochondrial promoter;GO:0000002//mitochondrial genome maintenance;GO:0006351//transcription, DNA-templatedK10908//DNA-directed RNA polymerase, mitochondrial [EC:2.7.7.6]NP_594459.2//mitochondrial RNA polymerase Rpo41 [Schizosaccharomyces pombe 972h-]RNA polymerase Rpo41 (rpo41), mRNA
2539173 NM_001023510.28.92 6.45 7.36 SPCC965.11cGO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0070573//metallodipeptidase activity;GO:0046872//metal ion binding;GO:0004177//aminopeptidase activity;GO:0015171//amino acid transmembrane transporter activity;GO:0016805//dipeptidase activityGO:0098713//leucine import across plasma membraneK16261 NP_588521.1//amino acid transporter (predicted) [Schizosaccharomyces pombe 972h-]putative amino acid transporter (SPCC965.11c), mRNA

NR_150562.1 NR_150562.1 7.62 7.36 27.75 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1666), miscRNA
2541287 NM_001021497.213.37 11.9 7.71 SPBP22H7.05cGO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0042393//histone binding;GO:0005524//ATP binding;GO:0003682//chromatin binding;GO:0016887//ATPase activityGO:0006338//chromatin remodeling;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0031936//negative regulation of chromatin silencing;GO:0016584//nucleosome positioningK13525//transitional endoplasmic reticulum ATPaseBAA21405.1//TAT-BINDING HOMOLOG 7 [Schizosaccharomyces pombe]putative bromodomain-containing ATPase (SPBP22H7.05c), mRNA
2539329 NM_001023464.216.23 14.82 7.25 SPCC830.03 GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0005730//nucleolus;GO:0031934//mating-type region heterochromatin;GO:0097356//perinucleolar compartment;GO:0031618//nuclear pericentric heterochromatin;GO:0090730//Las1 complexGO:0005524//ATP binding;GO:0051731//polynucleotide 5'-hydroxyl-kinase activity;GO:0016887//ATPase activityGO:0000448//cleavage in ITS2 between 5.8S rRNA and LSU-rRNA of tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006351//transcription, DNA-templated;GO:0006364//rRNA processing;GO:0030702//chromatin silencing at centromereK06947//polynucleotide 5'-hydroxyl-kinase GRC3/NOL9 [EC:2.7.1.-]NP_588473.1//polynucleotide kinase Grc3 (predicted) [Schizosaccharomyces pombe 972h-]putative polynucleotide kinase Grc3 (SPCC830.03), mRNA
2542476 NM_001019796.218.99 18.32 9.76 SPAC323.05cGO:0016020//membrane;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasm;GO:0035657//eRF1 methyltransferase complexGO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0005524//ATP binding;GO:0036009//protein-glutamine N-methyltransferase activity;GO:0008276//protein methyltransferase activity;GO:0016887//ATPase activity;GO:0003676//nucleic acid bindingGO:0018364//peptidyl-glutamine methylation;GO:0006417//regulation of translation;GO:0002184//cytoplasmic translational terminationK19589//release factor glutamine methyltransferase [EC:2.1.1.297]NP_594375.1//protein methyltransferase Mtq2 (predicted) [Schizosaccharomyces pombe 972h-]putative protein methyltransferase Mtq2 (SPAC323.05c), mRNA

NR_150519.1 NR_150519.1 12.78 14.12 2.05 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1625), miscRNA
NR_150980.1 NR_150980.1 4.75 0.89 0.6 NA GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0051377//mannose-ethanolamine phosphotransferase activity;GO:0003824//catalytic activity;GO:0051267//CP2 mannose-ethanolamine phosphotransferase activityGO:0006506//GPI anchor biosynthetic process;GO:0008152//metabolic processK19985//exocyst complex component 6;K05310//ethanolaminephosphotransferase [EC:2.7.-.-]NP_592829.1//GPI anchor biosynthesis protein Gpi7 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.618), miscRNA

2539382 NM_001023231.211.67 9.34 6.62 SPCC162.03 GO:0005829//cytosolGO:0016491//oxidoreductase activityNA K17739;K16066;K06123NP_588241.1//short chain dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative dehydrogenase (SPCC162.03), mRNA
2540574 NM_001021363.220.79 18.51 12.24 swi5 GO:0000941//condensed nuclear chromosome inner kinetochore;GO:0034506//chromosome, centromeric core domain;GO:0032798//Swi5-Sfr1 complex;GO:0031617//NMS complex;GO:0000779//condensed chromosome, centromeric region;GO:0034974//Swi5-Swi2 complex;GO:0000818//nuclear MIS12/MIND complexGO:0042802//identical protein bindingGO:0061641//CENP-A containing chromatin organization;GO:0042148//strand invasion;GO:0000070//mitotic sister chromatid segregation;GO:0000709//meiotic joint molecule formation;GO:0034501//protein localization to kinetochore;GO:0051301//cell division;GO:0051321//meiotic cell cycle;GO:0071479//cellular response to ionizing radiation;GO:0007533//mating type switching;GO:0010772//meiotic DNA recombinase assembly involved in reciprocal meiotic recombination;GO:0000724//double-strand break repair via homologous recombination;GO:0000730//DNA recombinase assembly;GO:0043388//positive regulation of DNA binding;GO:0007534//gene conversion at mating-type locus;GO:0051382//kinetochore assemblyK11559;K10991NP_595454.1//kinetochore protein Mis12 [Schizosaccharomyces pombe 972h-]protein Swi5 (swi5), mRNA

NR_150935.1 NR_150935.1 13.84 13.17 0 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016301//kinase activity;GO:0008138//protein tyrosine/serine/threonine phosphatase activity;GO:0033550//MAP kinase tyrosine phosphatase activity;GO:0004725//protein tyrosine phosphatase activityGO:0043409//negative regulation of MAPK cascade;GO:0000754//adaptation of signaling pathway by response to pheromone involved in conjugation with cellular fusion;GO:0010969//regulation of pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0007049//cell cycleK11240 NP_595205.1//dual-specificity MAP kinase phosphatase Pmp1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.565), miscRNA
2539201 NM_001023202.213.78 13.71 11 SPCC188.09cGO:0005783//endoplasmic reticulum;GO:0070263//external side of fungal-type cell wall;GO:0010339//external side of cell wallGO:0050839//cell adhesion molecule bindingGO:0098609//cell-cell adhesion;GO:0007155//cell adhesion;GO:0043689//cell-cell adhesion involved in flocculationK14306//nuclear pore complex protein Nup62;K01183//chitinase [EC:3.2.1.14]NP_588212.1//cell surface glycoprotein (predicted) [Schizosaccharomyces pombe 972h-]putative glycoprotein (SPCC188.09c), mRNA

NR_150344.1 NR_150344.1 13.7 14.22 13.28 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1459), miscRNA
9407207 NM_001356164.116.33 13.49 5.08 SPAC23D3.16NA NA NA NA XP_002742514.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC23D3.16), mRNA
2542739 NM_001019280.218.59 14.22 13.12 SPAC7D4.08 GO:0005739//mitochondrionNA NA NA NP_593851.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC7D4.08), partial mRNA
2542450 NM_001018333.210.28 3.2 0 SPAC13C5.04GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016811//hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides;GO:0016740//transferase activityGO:0006541//glutamine metabolic processK20457;K01951//GMP synthase (glutamine-hydrolysing) [EC:6.3.5.2]NP_592932.1//amidotransferase (predicted) [Schizosaccharomyces pombe 972h-]putative amidotransferase (SPAC13C5.04), mRNA
2541090 NM_001022055.217.78 18.9 6.15 SPBC685.03 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA NA K01183//chitinase [EC:3.2.1.14]NP_596137.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC685.03), partial mRNA
2539968 NM_001021693.217.84 13.99 20.69 SPBC16E9.10cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0000055//ribosomal large subunit export from nucleus;GO:0042273//ribosomal large subunit biogenesisK14571//ribosome biogenesis ATPaseNP_595792.1//AAA family ATPase Rix7 (predicted) [Schizosaccharomyces pombe 972h-]putative AAA family ATPase Rix7 (SPBC16E9.10c), mRNA
2539115 NM_001022728.214.41 15.91 9.2 fta7 GO:0005634//nucleus;GO:0031511//Mis6-Sim4 complex;GO:0005874//microtubule;GO:0005816//spindle pole body;GO:0005739//mitochondrion;GO:0000776//kinetochoreNA GO:0000070//mitotic sister chromatid segregation;GO:0051301//cell divisionK11697 NP_587733.1//kinetochore protein fta7 [Schizosaccharomyces pombe 972h-]kinetochore protein fta7 (fta7), mRNA
2540823 NM_001022223.216.58 14.3 6.87 SPBC4C3.04cGO:0016020//membrane;GO:0005829//cytosol;GO:0005622//intracellularGO:0008270//zinc ion binding;GO:0005085//guanyl-nucleotide exchange factor activityGO:0007264//small GTPase mediated signal transduction;GO:0006892//post-Golgi vesicle-mediated transport;GO:0015031//protein transportK19952//guanine nucleotide exchange factorNP_596302.1//guanyl-nucleotide exchange factor (predicted) [Schizosaccharomyces pombe 972h-]putative guanyl-nucleotide exchange factor (SPBC4C3.04c), mRNA
2541473 NM_001019946.27.25 6.56 8.28 ppk11 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000935//division septum;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004674//protein serine/threonine kinase activity;GO:0008349//MAP kinase kinase kinase kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0023014//signal transduction by protein phosphorylation;GO:2000100//regulation of establishment or maintenance of bipolar cell polarity regulating cell shape;GO:0007346//regulation of mitotic cell cycle;GO:0072741//protein localization to cell division site;GO:0032147//activation of protein kinase activity;GO:0031098//stress-activated protein kinase signaling cascade;GO:0042981//regulation of apoptotic processK08838//serine/threonine-protein kinase 24/25/MST4 [EC:2.7.11.1]NP_594517.1//PAK-related kinase Ppk11 [Schizosaccharomyces pombe 972h-]PAK-like kinase Ppk11 (ppk11), mRNA
2543366 NM_001019765.214.16 15.8 29.48 SPAC4H3.08 GO:0005634//nucleus;GO:0005829//cytosolGO:0003857//3-hydroxyacyl-CoA dehydrogenase activity;GO:0016491//oxidoreductase activityGO:0006631//fatty acid metabolic processK00065;K00059//3-oxoacyl-[acyl-carrier protein] reductase [EC:1.1.1.100];K18337;K08141NP_594344.1//3-hydroxyacyl-CoA dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative 3-hydroxyacyl-CoA dehydrogenase (SPAC4H3.08), mRNA
2539305 NM_001022690.218.07 13.74 5.69 SPCC613.07 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0046872//metal ion bindingGO:0016074//snoRNA metabolic processK11294//nucleolinNP_587695.1//snoRNA biogenesis protein (predicted) [Schizosaccharomyces pombe 972h-]putative snoRNA biogenesis protein (SPCC613.07), mRNA
2539117 NM_001023370.217.89 20.81 7.02 mak3 GO:0005829//cytosol;GO:0005622//intracellular;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0009365//protein histidine kinase complexGO:0000155//phosphorelay sensor kinase activity;GO:0005524//ATP bindingGO:0000160//phosphorelay signal transduction system;GO:0070994//detection of oxidative stress;GO:0034599//cellular response to oxidative stress;GO:0032874//positive regulation of stress-activated MAPK cascadeK19691 NP_588379.1//histidine kinase Mak3 [Schizosaccharomyces pombe 972h-]histidine kinase Mak3 (mak3), mRNA

NR_150395.1 NR_150395.1 8.42 0.73 1.86 NA GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004175//endopeptidase activity;GO:0008233//peptidase activity;GO:0070140//SUMO-specific isopeptidase activity;GO:0070139//SUMO-specific endopeptidase activityGO:0030466//chromatin silencing at silent mating-type cassette;GO:0016485//protein processing;GO:0016926//protein desumoylationK08592//sentrin-specific protease 1 [EC:3.4.22.68]NP_595975.1//SUMO deconjugating enzyme Ulp1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1507), miscRNA
2543148 NM_001019627.214.65 14.01 17.47 SPAC328.02 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0000151//ubiquitin ligase complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0004842//ubiquitin-protein transferase activity;GO:0031624//ubiquitin conjugating enzyme bindingGO:0007127//meiosis I;GO:0016574//histone ubiquitination;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0032436//positive regulation of proteasomal ubiquitin-dependent protein catabolic process;GO:0000209//protein polyubiquitination;GO:0036205//histone catabolic processK11968//ariadne-1 [EC:2.3.2.27]NP_594204.1//RING finger protein [Schizosaccharomyces pombe 972h-]RING finger protein (SPAC328.02), mRNA
2541134 NM_001355805.110.21 10.66 4.29 SPBC776.16 GO:0005654//nucleoplasm;GO:0034506//chromosome, centromeric core domain;GO:0005816//spindle pole body;GO:0005829//cytosol;GO:0098654//CENP-A recruiting complexNA GO:0000070//mitotic sister chromatid segregationNA NP_596332.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC776.16), mRNA

NR_150076.1 NR_150076.1 12.16 12.14 22.49 NA NA NA NA NA NP_588281.1//hypothetical protein SPCC417.04 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1215), miscRNA
NR_150458.1 NR_150458.1 12.15 13.48 7.43 NA GO:0005634//nucleus;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0003910//DNA ligase (ATP) activity;GO:0008270//zinc ion bindingGO:0006273//lagging strand elongation;GO:0051103//DNA ligation involved in DNA repair;GO:2000134//negative regulation of G1/S transition of mitotic cell cycleK19898 NP_596216.3//zf-PARP type zinc finger protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1567), miscRNA
NR_150374.1 NR_150374.1 14.3 10.06 16.38 NA GO:0005634//nucleus;GO:0032993//protein-DNA complexGO:0052821//DNA-7-methyladenine glycosylase activity;GO:0032131//alkylated DNA binding;GO:0043916//DNA-7-methylguanine glycosylase activity;GO:0016798//hydrolase activity, acting on glycosyl bonds;GO:0003905//alkylbase DNA N-glycosylase activity;GO:0003684//damaged DNA binding;GO:0008725//DNA-3-methyladenine glycosylase activity;GO:0052822//DNA-3-methylguanine glycosylase activity;GO:0052820//DNA-1,N6-ethenoadenine N-glycosylase activityGO:0006307//DNA dealkylation involved in DNA repair;GO:0045007//depurination;GO:0006285//base-excision repair, AP site formationK01247 NP_595869.1//DNA-3-methyladenine glycosidase Mag2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1487), miscRNA

2539514 NM_001023265.113.18 12.48 7.52 SPCC663.14cGO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0032153//cell division siteGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transport;GO:0009272//fungal-type cell wall biogenesisNA NP_588275.1//TRP-like ion channel (predicted) [Schizosaccharomyces pombe 972h-]putative TRP-like ion channel protein (SPCC663.14c), partial mRNA
2543322 NM_001018624.27.58 8.84 5.46 SPAC56F8.13NA NA NA NA NP_593227.1//hypothetical protein SPAC56F8.13 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC56F8.13), mRNA

NR_151031.1 NR_151031.1 12.11 13.07 45.7 NA GO:0005634//nucleus;GO:0035649//Nrd1 complexGO:0008143//poly(A) binding;GO:0003723//RNA bindingGO:0031123//RNA 3'-end processing;GO:0030847//termination of RNA polymerase II transcription, exosome-dependentK15561 NP_593002.1//poly(A) binding protein Nab3 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.666), miscRNA
2542958 NM_001018289.210.29 8.8 4.68 SPAC12G12.09GO:0010494//cytoplasmic stress granule;GO:0005829//cytosol;GO:0000932//P-body;GO:0005737//cytoplasmNA GO:0031087//deadenylation-independent decapping of nuclear-transcribed mRNA;GO:0033962//cytoplasmic mRNA processing body assemblyNA NP_592889.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC12G12.09), partial mRNA
2542171 NM_001019681.221.38 21.83 25.56 SPAC17G6.11cGO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015926//glucosidase activity;GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compoundsGO:0005975//carbohydrate metabolic process;GO:0030148//sphingolipid biosynthetic process;GO:0031505//fungal-type cell wall organization;GO:0006078//(1->6)-beta-D-glucan biosynthetic processK21850 NP_594258.1//glucosidase (predicted) [Schizosaccharomyces pombe 972h-]putative glucosidase (SPAC17G6.11c), mRNA

NR_150534.1 NR_150534.1 35.37 42.62 16.99 NA GO:0005634//nucleus;GO:0000417//HIR complexNA GO:0007059//chromosome segregation;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0006336//DNA replication-independent nucleosome assembly;GO:0070868//heterochromatin organization involved in chromatin silencingNA NP_596576.1//HIRA interacting protein Hip3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1639), miscRNA
2542709 NM_001020316.212.31 13.58 25.34 SPAC26F1.08cGO:0005774//vacuolar membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0015140//malate transmembrane transporter activityGO:0071423//malate transmembrane transport;GO:0015743//malate transportNA NP_594887.1//conserved protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC26F1.08c), mRNA
2542551 NM_001020248.212.74 13.99 15.05 SPAC1952.17cGO:0012505//endomembrane system;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0090630//activation of GTPase activity;GO:0031338//regulation of vesicle fusion;GO:0016192//vesicle-mediated transportK18469//TBC1 domain family member 5;K20360//TBC1 domain family member 2NP_594819.2//GTPase activating protein (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein (SPAC1952.17c), mRNA
2543363 NM_001019421.215.45 11.94 10.61 pdr1 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0005524//ATP binding;GO:0042626//ATPase activity, coupled to transmembrane movement of substancesGO:0046677//response to antibiotic;GO:0055085//transmembrane transport;GO:0046618//drug exportK08712 NP_593995.1//ABC transporter Pdr1 [Schizosaccharomyces pombe 972h-]ABC transporter Pdr1 (pdr1), mRNA
2538705 NM_001023261.217.88 18.98 31.81 SPCC663.10 GO:0005634//nucleus;GO:0005829//cytosolGO:0016300//tRNA (uracil) methyltransferase activity;GO:0008168//methyltransferase activityGO:0030488//tRNA methylationK15447//tRNASer (uridine44-2'-O)-methyltransferase [EC:2.1.1.211]NP_588271.1//tRNA (uracil-O(2)-)-methyltransferase [Schizosaccharomyces pombe 972h-]tRNA (uracil-O(2)-)-methyltransferase (SPCC663.10), mRNA
2540125 NM_001355842.113.73 13.84 14.47 SPBC16C6.01cGO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosolGO:0016279//protein-lysine N-methyltransferase activity;GO:0008168//methyltransferase activityGO:0018026//peptidyl-lysine monomethylation;GO:0042254//ribosome biogenesis;GO:0018023//peptidyl-lysine trimethylationNA NP_596799.2//lysine methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative lysine methyltransferase (SPBC16C6.01c), mRNA

NR_151240.1 NR_151240.1 13.88 16.63 9.15 NA GO:0005774//vacuolar membrane;GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0004252//serine-type endopeptidase activity;GO:0008168//methyltransferase activity;GO:0008239//dipeptidyl-peptidase activityGO:0016485//protein processingK01282 NP_593969.1//conserved protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.858), miscRNA
2542159 NM_001020117.215.4 15.11 18.03 mug51 GO:0005634//nucleusGO:0004672//protein kinase activityGO:0051321//meiotic cell cycleNA NP_594688.1//variant protein kinase 19 family protein [Schizosaccharomyces pombe 972h-]variant protein kinase 19 family protein (mug51), mRNA
2539095 NM_001023208.218.96 16.67 12.76 SPCC584.13 GO:0005887//integral component of plasma membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneGO:0015179//L-amino acid transmembrane transporter activity;GO:0015297//antiporter activity;GO:0015171//amino acid transmembrane transporter activityNA K19564;K09885NP_588218.1//gamma-aminobutyric acid/polyamine transporter [Schizosaccharomyces pombe 972h-]gamma-aminobutyric acid/polyamine transporter (SPCC584.13), mRNA
2539485 NM_001022862.315.07 13.25 7.04 ast1 GO:0035861//site of double-strand break;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0004518//nuclease activityNA NA NP_587870.2//hypothetical protein SPCC962.05 [Schizosaccharomyces pombe 972h-]XP-G family protein ast1 (ast1), mRNA
2540183 NM_001023853.217.74 18.31 8.49 uap1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003977//UDP-N-acetylglucosamine diphosphorylase activity;GO:0070569//uridylyltransferase activityGO:0008152//metabolic process;GO:0006048//UDP-N-acetylglucosamine biosynthetic processK00972//UDP-N-acetylglucosamine/UDP-N-acetylgalactosamine diphosphorylase [EC:2.7.7.23 2.7.7.83]NP_596832.1//UDP-N-acetylglucosamine diphosphorylase Uap1/Qri1(predicted) [Schizosaccharomyces pombe 972h-]putative UDP-N-acetylglucosamine diphosphorylase Uap1/Qri1(predicted) (uap1), mRNA

NR_151135.1 NR_151135.1 18.91 17.26 11.06 NA GO:0043234//protein complex;GO:0005794//Golgi apparatus;GO:0005789//endoplasmic reticulum membrane;GO:0031982//vesicleGO:0043130//ubiquitin binding;GO:0031593//polyubiquitin modification-dependent protein binding;GO:0030276//clathrin binding;GO:0030544//Hsp70 protein bindingGO:0006898//receptor-mediated endocytosis;GO:0072318//clathrin coat disassemblyK09553//stress-induced-phosphoprotein 1;K16365//small glutamine-rich tetratricopeptide repeat-containing protein alphaNP_593480.1//UBA/TPR/DNAJ domain protein Ucp7 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.761), miscRNA
2540981 NM_001022589.213.75 12.57 7.92 vps36 GO:0005794//Golgi apparatus;GO:0031902//late endosome membrane;GO:0005737//cytoplasm;GO:0000814//ESCRT II complexGO:0043130//ubiquitin binding;GO:0046872//metal ion binding;GO:0032266//phosphatidylinositol-3-phosphate bindingGO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0045324//late endosome to vacuole transportK12190//ESCRT-II complex subunit VPS36NP_596667.1//ESCRT II complex subunit Vps36 [Schizosaccharomyces pombe 972h-]ESCRT II complex subunit Vps36 (vps36), mRNA

NR_149858.1 NR_149858.1 14.95 12.72 24.24 NA NA NA NA NA XP_004001795.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1018), miscRNA
NR_149960.1 NR_149960.1 20.26 18.43 15.38 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1110), miscRNA

2541308 NM_001356221.117.23 19.82 14.23 SPBP22H7.04GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0042393//histone binding;GO:0005524//ATP binding;GO:0003682//chromatin binding;GO:0016887//ATPase activityGO:0006338//chromatin remodeling;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0031936//negative regulation of chromatin silencingNA BAA21405.1//TAT-BINDING HOMOLOG 7 [Schizosaccharomyces pombe]uncharacterized protein (SPBP22H7.04), mRNA
NR_150612.1 NR_150612.1 12.26 18.18 3.25 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing RNA (predicted) (prl19), miscRNA
NR_150088.1 NR_150088.1 10.82 13.19 6.37 NA GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0009897//external side of plasma membrane;GO:0005737//cytoplasm;GO:0009277//fungal-type cell wall;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0005576//extracellular region;GO:0005886//plasma membrane;GO:0042597//periplasmic spaceGO:0004620//phospholipase activity;GO:0004622//lysophospholipase activityGO:0009395//phospholipid catabolic process;GO:0006650//glycerophospholipid metabolic process;GO:0046475//glycerophospholipid catabolic processK13333 NP_588308.2//phospholipase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1226), miscRNA
NR_151346.1 NR_151346.1 10.49 11.02 6.6 NA GO:0016021//integral component of membrane;GO:0000786//nucleosomeGO:0003677//DNA bindingGO:0006334//nucleosome assemblyK11135//Pin2-interacting protein X1NP_001018275.1//hypothetical protein SPAPB15E9.02c [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.954), miscRNA

2542757 NM_001018336.212.82 11.03 14.09 rad32 GO:0035861//site of double-strand break;GO:0000784//nuclear chromosome, telomeric region;GO:0030870//Mre11 complex;GO:1990421//subtelomeric heterochromatinGO:0003691//double-stranded telomeric DNA binding;GO:0032947//protein complex scaffold activity;GO:0008310//single-stranded DNA 3'-5' exodeoxyribonuclease activity;GO:0000014//single-stranded DNA endodeoxyribonuclease activity;GO:0004017//adenylate kinase activity;GO:0004518//nuclease activity;GO:0004520//endodeoxyribonuclease activity;GO:0008311//double-stranded DNA 3'-5' exodeoxyribonuclease activity;GO:0043047//single-stranded telomeric DNA binding;GO:0051880//G-quadruplex DNA binding;GO:0000403//Y-form DNA binding;GO:0008296//3'-5'-exodeoxyribonuclease activity;GO:0045027//DNA end binding;GO:0030145//manganese ion bindingGO:0006284//base-excision repair;GO:0030437//ascospore formation;GO:0072422//signal transduction involved in DNA damage checkpoint;GO:0051037//regulation of transcription involved in meiotic cell cycle;GO:0006302//double-strand break repair;GO:0010791//DNA double-strand break processing involved in repair via synthesis-dependent strand annealing;GO:1990918//double-strand break repair involved in meiotic recombination;GO:0031573//intra-S DNA damage checkpoint;GO:0042138//meiotic DNA double-strand break formation;GO:0007131//reciprocal meiotic recombination;GO:0042769//DNA damage response, detection of DNA damage;GO:0035753//maintenance of DNA trinucleotide repeats;GO:0000727//double-strand break repair via break-induced replication;GO:1990898//meiotic DNA double-strand break clipping;GO:0097552//mitochondrial double-strand break repair via homologous recombination;GO:0000729//DNA double-strand break processing;GO:0010780//meiotic DNA double-strand break formation involved in reciprocal meiotic recombination;GO:0000724//double-strand break repair via homologous recombination;GO:0006303//double-strand break repair via nonhomologous end joining;GO:0000723//telomere maintenanceK10865//double-strand break repair protein MRE11NP_592935.1//Rad32 nuclease [Schizosaccharomyces pombe 972h-]Rad32 nuclease (rad32), mRNA
2542649 NM_001019464.217.91 17.89 33.46 otu1 GO:0016020//membrane;GO:0005634//nucleus;GO:0005829//cytosolGO:0008233//peptidase activity;GO:0005525//GTP bindingGO:0070583//spore membrane bending pathwayK13719//ubiquitin thioesterase OTU1 [EC:3.1.2.-]NP_594040.1//septin Spn5 [Schizosaccharomyces pombe 972h-]OUT family ubiquitin-specific cysteine protease Otu1 (otu1), mRNA

NR_151069.1 NR_151069.1 17.95 17.31 14.94 NA GO:0005743//mitochondrial inner membrane;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0070899//mitochondrial tRNA wobble uridine modification;GO:0032543//mitochondrial translation;GO:0006400//tRNA modificationK03650//tRNA modification GTPase [EC:3.6.-.-]NP_593144.1//mitochondrial GTPase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.700), miscRNA
NR_150379.1 NR_150379.1 15.7 18.43 14.21 NA GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0003723//RNA binding;GO:0003755//peptidyl-prolyl cis-trans isomerase activityGO:1901407//regulation of phosphorylation of RNA polymerase II C-terminal domainK12735//peptidyl-prolyl cis-trans isomerase-like 4 [EC:5.2.1.8]NP_595894.1//RRM-containing cyclophilin regulating transcription Rct1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1492), miscRNA

2541739 NM_001018488.217.18 16.64 7.35 SPAC2G11.10cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008641//ubiquitin-like modifier activating enzyme activity;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0004792//thiosulfate sulfurtransferase activity;GO:0016779//nucleotidyltransferase activity;GO:0042292//URM1 activating enzyme activityGO:0032447//protein urmylation;GO:0034599//cellular response to oxidative stress;GO:0018192//enzyme active site formation via cysteine modification to L-cysteine persulfide;GO:0002143//tRNA wobble position uridine thiolationK11996//adenylyltransferase and sulfurtransferase [EC:2.7.7.80 2.8.1.11]NP_593090.1//thiosulfate sulfurtransferase, URM1 activating enzyme (predicted) [Schizosaccharomyces pombe 972h-]putative thiosulfate sulfurtransferase (SPAC2G11.10c), mRNA
NR_150516.1 NR_150516.1 4.91 4.63 4.05 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1622), miscRNA

2539328 NM_001023508.221.22 22.48 10.2 SPCC965.09 GO:0005634//nucleus;GO:0005829//cytosolGO:0050152//omega-amidase activity;GO:0016810//hydrolase activity, acting on carbon-nitrogen (but not peptide) bondsGO:0006107//oxaloacetate metabolic process;GO:0006807//nitrogen compound metabolic process;GO:1990748//cellular detoxificationK13566//omega-amidase [EC:3.5.1.3];K10838//xeroderma pigmentosum group C-complementing proteinNP_588519.1//nitrilase family protein, omega-amidase related (predicted) [Schizosaccharomyces pombe 972h-]putative omega-amidase-like protein (SPCC965.09), mRNA
2542371 NM_001019387.290.77 65.23 474.57 SPACUNK4.17GO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityNA NA NP_593960.2//NAD binding dehydrogenase family protein [Schizosaccharomyces pombe 972h-]NAD-binding dehydrogenase family protein (SPACUNK4.17), mRNA

NR_151195.1 NR_151195.1 7.62 6.74 11.95 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0050263//ribosylpyrimidine nucleosidase activity;GO:0008477//purine nucleosidase activity;GO:0016787//hydrolase activity;GO:0016799//hydrolase activity, hydrolyzing N-glycosyl compounds;GO:0070636//nicotinic acid riboside hydrolase activity;GO:0045437//uridine nucleosidase activity;GO:0070635//nicotinamide riboside hydrolase activityGO:0019358//nicotinate nucleotide salvage;GO:0034356//NAD biosynthesis via nicotinamide riboside salvage pathway;GO:0046135//pyrimidine nucleoside catabolic process;GO:0006152//purine nucleoside catabolic process;GO:0008655//pyrimidine-containing compound salvageK01240 NP_593725.1//uridine ribohydrolase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.816), miscRNA
2540331 NM_001022139.215.26 14.63 5.31 SPBC2A9.10 GO:0005634//nucleus;GO:0005829//cytosolGO:1990276//RNA 5'-methyltransferase activity;GO:0008168//methyltransferase activityGO:0006354//DNA-templated transcription, elongation;GO:1990273//snRNA 5'-end processingK15190//7SK snRNA methylphosphate capping enzyme [EC:2.1.1.-]NP_596220.1//Bin3 family, transcriptional and translational regulator (predicted) [Schizosaccharomyces pombe 972h-]putative Bin3 family regulator (SPBC2A9.10), mRNA
2540708 NM_001021571.213.3 15.95 5.64 dpm2 GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0033185//dolichol-phosphate-mannose synthase complex;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0097713//dolichol-phosphate-mannose synthase regulator activity;GO:0016757//transferase activity, transferring glycosyl groups;GO:0030234//enzyme regulator activityGO:0006506//GPI anchor biosynthetic process;GO:0035269//protein O-linked mannosylation;GO:0006493//protein O-linked glycosylation;GO:0019348//dolichol metabolic process;GO:0006487//protein N-linked glycosylationK09658//dolichyl-phosphate mannosyltransferase polypeptide 2, regulatory subunitNP_595676.1//dolichol-phosphate mannosyltransferase subunit 2 (predicted) [Schizosaccharomyces pombe 972h-]putative dolichol-phosphate mannosyltransferase subunit 2 (dpm2), mRNA
2543262 NM_001018938.2 6.8 5.41 18.87 SPAC1002.16cGO:0051286//cell tip;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0032153//cell division siteGO:0046943//carboxylic acid transmembrane transporter activityGO:0055085//transmembrane transport;GO:1905039//carboxylic acid transmembrane transportK01939//adenylosuccinate synthase [EC:6.3.4.4];K01078NP_593504.1//nicotinic acid plasma membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative nicotinic acid plasma membrane transporter (SPAC1002.16c), mRNA

NR_150406.1 NR_150406.1 11.81 10.79 4.81 NA GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0005622//intracellular;GO:0030428//cell septum;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0046872//metal ion binding;GO:0019992//diacylglycerol bindingGO:0007015//actin filament organization;GO:0006897//endocytosis;GO:0035556//intracellular signal transductionK20121//formin-binding protein 1NP_596017.1//diacylglycerol binding protein Bzz1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1518), miscRNA
2540503 NM_001021658.217.1 16.48 15.86 esf2 GO:0016020//membrane;GO:0000324//fungal-type vacuole;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0035091//phosphatidylinositol bindingGO:0006914//autophagyK22262//WD repeat and FYVE domain-containing protein 3NP_595759.2//beige protein 1 [Schizosaccharomyces pombe 972h-]putative U3 snoRNP-associated protein Esf2 (esf2), mRNA
2542548 NM_001018390.212.06 10.42 17.41 mcp7 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0003690//double-stranded DNA bindingGO:0006302//double-strand break repair;GO:0007131//reciprocal meiotic recombinationK11366//ubiquitin carboxyl-terminal hydrolase 22/27/51 [EC:3.4.19.12]NP_592991.1//meiosis specific coiled-coil protein Mcp7 [Schizosaccharomyces pombe 972h-]protein Mcp7 (mcp7), mRNA
2538961 NM_001023333.213.85 14.15 6.79 trs130 GO:0005634//nucleus;GO:0032302//MutSbeta complex;GO:0005829//cytosol;GO:1990071//TRAPPII protein complex;GO:0030008//TRAPP complex;GO:0005801//cis-Golgi network;GO:0032301//MutSalpha complexGO:0005524//ATP binding;GO:0000404//heteroduplex DNA loop binding;GO:0032137//guanine/thymine mispair binding;GO:0000406//double-strand/single-strand DNA junction binding;GO:0003684//damaged DNA binding;GO:0032138//single base insertion or deletion binding;GO:0008094//DNA-dependent ATPase activity;GO:0000403//Y-form DNA binding;GO:0016887//ATPase activity;GO:0000400//four-way junction DNA bindingGO:0006298//mismatch repair;GO:0034498//early endosome to Golgi transport;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0006886//intracellular protein transport;GO:0000710//meiotic mismatch repair;GO:0043111//replication fork arrest;GO:0043570//maintenance of DNA repeat elements;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0036297//interstrand cross-link repairK20307//trafficking protein particle complex subunit 10;K08737//DNA mismatch repair protein MSH6NP_588342.1//TRAPP complex subunit Trs130 (predicted) [Schizosaccharomyces pombe 972h-]putative TRAPP complex subunit Trs130 (trs130), mRNA

NR_150928.1 NR_150928.1 12.91 1.53 2.08 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0008168//methyltransferase activityNA NA NP_593969.1//conserved protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.559), miscRNA
2539505 NM_001022778.212.68 11.24 13.42 dis1 GO:0072686//mitotic spindle;GO:0000922//spindle pole;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0015630//microtubule cytoskeleton;GO:0005881//cytoplasmic microtubule;GO:0099070//static microtubule bundle;GO:0005737//cytoplasm;GO:0000775//chromosome, centromeric region;GO:0000778//condensed nuclear chromosome kinetochoreGO:0051010//microtubule plus-end binding;GO:0061863//microtubule plus end polymerase;GO:0008017//microtubule bindingGO:0007051//spindle organization;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0030951//establishment or maintenance of microtubule cytoskeleton polarity;GO:0046785//microtubule polymerization;GO:0070462//plus-end specific microtubule depolymerizationK16803//cytoskeleton-associated protein 5NP_587785.1//microtubule-associated protein Dis1 [Schizosaccharomyces pombe 972h-]microtubule-associated protein Dis1 (dis1), mRNA
2539740 NM_001021115.211.92 11.68 12.33 SPBC1685.04GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005737//cytoplasmNA NA NA NP_595208.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1685.04), mRNA
2539673 NM_001022481.213.13 13.18 12.35 mug81 GO:0010494//cytoplasmic stress granule;GO:0042788//polysomal ribosome;GO:0005730//nucleolus;GO:0099053//activating signal cointegrator 1 complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0003724//RNA helicase activity;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0051321//meiotic cell cycle;GO:0002181//cytoplasmic translation;GO:0010501//RNA secondary structure unwinding;GO:0006417//regulation of translationK18664 NP_596560.1//ATP-dependent RNA helicase Slh1 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Slh1 (mug81), mRNA
2541503 NM_001018628.216.11 16.12 7.89 pso2 GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric regionGO:0004527//exonuclease activity;GO:0046872//metal ion binding;GO:0008409//5'-3' exonuclease activity;GO:0003684//damaged DNA binding;GO:0035312//5'-3' exodeoxyribonuclease activityGO:0006281//DNA repair;GO:0036297//interstrand cross-link repair;GO:0031848//protection from non-homologous end joining at telomere;GO:0006303//double-strand break repair via nonhomologous end joiningK15340//DNA cross-link repair 1A proteinNP_593231.2//DNA 5' exonuclease (predicted) [Schizosaccharomyces pombe 972h-]putative DNA 5' exonuclease (pso2), mRNA

NR_151294.1 NR_151294.1 13.49 8.58 12.47 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.907), miscRNA
2542655 NM_001019613.211.9 12.1 17.59 pkl1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005875//microtubule associated complex;GO:0005874//microtubule;GO:0000778//condensed nuclear chromosome kinetochore;GO:1990811//Msd1-Wdr8-Pkl1 complex;GO:0005737//cytoplasm;GO:0005871//kinesin complexGO:0043015//gamma-tubulin binding;GO:0005524//ATP binding;GO:0003777//microtubule motor activity;GO:0008569//ATP-dependent microtubule motor activity, minus-end-directed;GO:0008017//microtubule bindingGO:0007018//microtubule-based movement;GO:0010970//transport along microtubule;GO:1990810//microtubule anchoring at mitotic spindle pole body;GO:0000070//mitotic sister chromatid segregation;GO:0090307//mitotic spindle assembly;GO:0034613//cellular protein localization;GO:0000742//karyogamy involved in conjugation with cellular fusion;GO:0001578//microtubule bundle formation;GO:1990852//protein transport along microtubule to spindle pole bodyK10405//kinesin family member C1NP_594189.1//kinesin-like protein Pkl1 [Schizosaccharomyces pombe 972h-]kinesin-like protein Pkl1 (pkl1), mRNA
2543156 NM_001020383.213.99 11.33 21.66 SPAP8A3.13cGO:0005634//nucleus;GO:0019898//extrinsic component of membrane;GO:0031410//cytoplasmic vesicle;GO:0034657//GID complex;GO:0005773//vacuoleNA GO:0006623//protein targeting to vacuole;GO:0007039//protein catabolic process in the vacuole;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0045721//negative regulation of gluconeogenesis;GO:0016192//vesicle-mediated transportNA NP_594952.1//Vid24 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative Vid24 family protein (SPAP8A3.13c), mRNA

NR_151063.1 NR_151063.1 13.73 11.76 8.67 NA GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0042555//MCM complex;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0003682//chromatin bindingGO:0007062//sister chromatid cohesion;GO:1902969//mitotic DNA replicationK06997//PLP dependent proteinNP_593122.1//mini-chromosome maintenance complex-binding protein mcb1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.695), miscRNA
2543355 NM_001356113.114.17 14.47 6.43 apc5 GO:0005680//anaphase-promoting complexNA GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0051301//cell division;GO:0007049//cell cycleK03352//anaphase-promoting complex subunit 5XP_001713082.2//anaphase-promoting complex subunit Apc5 [Schizosaccharomyces pombe 972h-]anaphase-promoting complex subunit Apc5 (apc5), mRNA

NR_150561.1 NR_150561.1 9.64 7.04 20.15 NA GO:0035861//site of double-strand break;GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0031298//replication fork protection complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0003688//DNA replication origin binding;GO:0003697//single-stranded DNA binding;GO:0046872//metal ion binding;GO:0003896//DNA primase activity;GO:1904931//MCM complex bindingGO:1903934//positive regulation of DNA primase activity;GO:0006260//DNA replication;GO:1900264//positive regulation of DNA-directed DNA polymerase activity;GO:0051301//cell division;GO:0001934//positive regulation of protein phosphorylation;GO:0006270//DNA replication initiation;GO:0007049//cell cycleK10736//minichromosome maintenance protein 10NP_596702.1//MCM-associated protein Mcm10 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1665), miscRNA
NR_149978.1 NR_149978.1 16.87 17.67 17.93 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003684//damaged DNA bindingGO:0019985//translesion synthesis;GO:0070987//error-free translesion synthesis;GO:0072429//response to intra-S DNA damage checkpoint signaling;GO:0051321//meiotic cell cycle;GO:0006260//DNA replication;GO:0006974//cellular response to DNA damage stimulusK03511//DNA polymerase kappa [EC:2.7.7.7]NP_587767.2//DinB translesion DNA repair polymerase, pol kappa [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1127), miscRNA

2541576 NM_001020927.24.29 5.83 28.18 SPBC1348.02GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneNA NA NA NP_596865.1//hypothetical protein SPBPB2B2.19c [Schizosaccharomyces pombe 972h-]transmembrane helix domain-containing protein (SPBC1348.02), mRNA
14217867 NM_001356031.114.37 14.69 13.42 SPAC1399.06NA NA NA NA XP_004001768.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1399.06), mRNA
2539038 NM_001023101.29.61 11.23 11.43 gep4 GO:0005759//mitochondrial matrix;GO:0016021//integral component of membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0008962//phosphatidylglycerophosphatase activityGO:0032049//cardiolipin biosynthetic process;GO:0007006//mitochondrial membrane organizationK01094 NP_588111.2//mitochondrial matrix PGP phosphatase involved in cardiolipin biosynthesis Gep4 (predicted) [Schizosaccharomyces pombe 972h-]putative cardiolipin synthase PGP phosphatase domain-containing Gep4 (gep4), mRNA
2543580 NM_001019312.220.2 19.26 13.54 rhp51 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005635//nuclear envelope;GO:0000794//condensed nuclear chromosome;GO:0000790//nuclear chromatin;GO:0000775//chromosome, centromeric regionGO:0005524//ATP binding;GO:0042802//identical protein binding;GO:0033170//protein-DNA loading ATPase activity;GO:0003690//double-stranded DNA binding;GO:1905334//Swi5-Sfr1 complex binding;GO:0000150//recombinase activity;GO:0003697//single-stranded DNA binding;GO:0008094//DNA-dependent ATPase activity;GO:0016887//ATPase activity;GO:0000400//four-way junction DNA bindingGO:0010212//response to ionizing radiation;GO:0110027//negative regulation of DNA strand resection involved in replication fork processing;GO:0051260//protein homooligomerization;GO:0030702//chromatin silencing at centromere;GO:0042148//strand invasion;GO:0070192//chromosome organization involved in meiotic cell cycle;GO:1990918//double-strand break repair involved in meiotic recombination;GO:0007533//mating type switching;GO:0006312//mitotic recombination;GO:0000724//double-strand break repair via homologous recombination;GO:0061806//regulation of DNA recombination at centromere;GO:0000730//DNA recombinase assembly;GO:1990426//mitotic recombination-dependent replication fork processing;GO:0000723//telomere maintenanceK04482//DNA repair protein RAD51NP_593882.1//RecA family recombinase Rhp51 [Schizosaccharomyces pombe 972h-]RecA family recombinase Rhp51 (rhp51), mRNA
3361409 NM_001356005.114.33 11.83 6.12 SPAPB17E12.03GO:0005779//integral component of peroxisomal membrane;GO:1990429//peroxisomal importomer complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0008180//COP9 signalosome;GO:0005778//peroxisomal membraneGO:0061630//ubiquitin protein ligase activity;GO:0019784//NEDD8-specific protease activity;GO:0008022//protein C-terminus binding;GO:0003714//transcription corepressor activity;GO:0008270//zinc ion binding;GO:0004842//ubiquitin-protein transferase activityGO:0007031//peroxisome organization;GO:0090054//regulation of chromatin silencing at silent mating-type cassette;GO:0000338//protein deneddylation;GO:0006513//protein monoubiquitination;GO:0016558//protein import into peroxisome matrix;GO:0006974//cellular response to DNA damage stimulus;GO:0090052//regulation of chromatin silencing at centromereK12176//COP9 signalosome complex subunit 2;K13345//peroxin-12NP_001018219.2//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (SPAPB17E12.03), mRNA

NR_151223.1 NR_151223.1 11.9 11.47 11.81 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0036410//Mst2 histone acetyltransferase complex;GO:0005737//cytoplasmGO:0016791//phosphatase activityGO:0016569//covalent chromatin modification;GO:0006974//cellular response to DNA damage stimulusNA NP_593841.1//phosphoric monoester hydrolase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.841), miscRNA
2540603 NM_001021758.212.52 9.76 23.29 SPBC18E5.08GO:0005634//nucleus;GO:0005829//cytosolGO:0008080//N-acetyltransferase activityNA NA NP_595854.1//N-acetyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative N-acetyltransferase (SPBC18E5.08), mRNA
2540179 NM_001021030.28.36 7.8 7.87 omh4 GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0000026//alpha-1,2-mannosyltransferase activity;GO:0000030//mannosyltransferase activityGO:0000032//cell wall mannoprotein biosynthetic process;GO:0006486//protein glycosylation;GO:0006487//protein N-linked glycosylation;GO:0035268//protein mannosylationK03854 NP_595123.2//alpha-1,2-mannosyltransferase Omh4 (predicted) [Schizosaccharomyces pombe 972h-]putative alpha-1,2-mannosyltransferase Omh4 (omh4), partial mRNA
2541399 NM_001020950.221.23 17.62 1.96 SPBPB10D8.01GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0033229//cysteine transmembrane transporter activityGO:0055085//transmembrane transport;GO:1903712//cysteine transmembrane transportK08192 NP_595045.1//cysteine transporter (predicted) [Schizosaccharomyces pombe 972h-]putative cysteine transporter (SPBPB10D8.01), mRNA
2540293 NM_001022503.213.44 11.41 6.32 SPBC21C3.03GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneGO:0016301//kinase activityNA K08869//aarF domain-containing kinaseNP_596583.2//ABC1 kinase family protein [Schizosaccharomyces pombe 972h-]ABC1 kinase family protein (SPBC21C3.03), mRNA
2542642 NM_001018351.218.27 15.14 9.38 SPAC24H6.02cGO:0005759//mitochondrial matrix;GO:0005744//mitochondrial inner membrane presequence translocase complex;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0019005//SCF ubiquitin ligase complex;GO:0031461//cullin-RING ubiquitin ligase complexGO:0051082//unfolded protein binding;GO:0008270//zinc ion binding;GO:0031625//ubiquitin protein ligase binding;GO:0051087//chaperone bindingGO:0006457//protein folding;GO:0050821//protein stabilization;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0030150//protein import into mitochondrial matrixK03869//cullin 3;K17808//mitochondrial protein import protein ZIM17NP_592950.1//TIM23 translocase complex subunit Tim15 (predicted) [Schizosaccharomyces pombe 972h-]putative TIM23 translocase complex subunit Tim15 (SPAC24H6.02c), mRNA

NR_150165.1 NR_150165.1 8.27 9.64 74.22 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1296), miscRNA
3361262 NM_001021489.316.41 21.31 12.38 pfa5 GO:0000329//fungal-type vacuole membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0019706//protein-cysteine S-palmitoyltransferase activityGO:0018345//protein palmitoylation;GO:0072659//protein localization to plasma membrane;GO:0042144//vacuole fusion, non-autophagicK18932//palmitoyltransferase [EC:2.3.1.225]NP_001018794.2//vacuolar membrane palmitoyltransferase Pfa5 (predicted) [Schizosaccharomyces pombe 972h-]putative palmitoyltransferase Pfa5 (pfa5), mRNA
2542004 NM_001019961.216.41 14.08 13.61 nuf2 GO:0000778//condensed nuclear chromosome kinetochore;GO:0031617//NMS complex;GO:0035974//meiotic spindle pole body;GO:0031262//Ndc80 complex;GO:0005737//cytoplasm;GO:0000775//chromosome, centromeric regionNA GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0051321//meiotic cell cycle;GO:0051301//cell divisionK11548//kinetochore protein Nuf2NP_594532.1//spindle pole body protein Nuf2 [Schizosaccharomyces pombe 972h-]protein Nuf2 (nuf2), mRNA
2542529 NM_001020216.215.27 18.86 21.93 SPAC1B3.04cGO:0005759//mitochondrial matrix;GO:0005761//mitochondrial ribosome;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0043022//ribosome binding;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0006412//translation;GO:0070131//positive regulation of mitochondrial translation;GO:0045727//positive regulation of translationK21594//translation factor GUF1, mitochondrial [EC:3.6.5.-]NP_594788.2//mitochondrial GTPase involved in translation Guf1 (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase GUF1 (SPAC1B3.04c), mRNA
2540246 NM_001022045.210.62 11.49 5.35 sfc3 GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0000127//transcription factor TFIIIC complexGO:0001002//RNA polymerase III type 1 promoter sequence-specific DNA binding;GO:0043035//chromatin insulator sequence binding;GO:0001003//RNA polymerase III type 2 promoter sequence-specific DNA binding;GO:0000995//transcription factor activity, core RNA polymerase III binding;GO:0001007//transcription factor activity, RNA polymerase III transcription factor bindingGO:0009304//tRNA transcription;GO:0042791//5S class rRNA transcription from RNA polymerase III type 1 promoter;GO:0006384//transcription initiation from RNA polymerase III promoterK15204 NP_596127.1//transcription factor TFIIIC complex B box binding subunit Sfc3 [Schizosaccharomyces pombe 972h-]transcription factor TFIIIC subunit Sfc3 (sfc3), mRNA
2539849 NM_001022652.314.14 15.12 4.99 SPBC14F5.01GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneNA NA NA NP_596727.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC14F5.01), mRNA

NR_150408.1 NR_150408.1 9.43 9.31 9.96 NA GO:0005634//nucleus;GO:1990023//mitotic spindle midzone;GO:0000790//nuclear chromatinGO:0005087//Ran guanyl-nucleotide exchange factor activity;GO:0004871//signal transducer activityGO:0046827//positive regulation of protein export from nucleus;GO:0006407//rRNA export from nucleus;GO:0000054//ribosomal subunit export from nucleus;GO:1901673//regulation of mitotic spindle assembly;GO:0031291//Ran protein signal transduction;GO:0010972//negative regulation of G2/M transition of mitotic cell cycle;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0051301//cell division;GO:0007096//regulation of exit from mitosis;GO:0007049//cell cycle;GO:0032888//regulation of mitotic spindle elongationK11493//regulator of chromosome condensationNP_596026.1//Ran GDP/GTP exchange factor [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1520), miscRNA
2540139 NM_001021028.213.39 20.08 44.88 SPBC1773.06cGO:0005829//cytosolGO:0004022//alcohol dehydrogenase (NAD) activity;GO:0016491//oxidoreductase activityGO:0006091//generation of precursor metabolites and energy;GO:0006066//alcohol metabolic processK13953//alcohol dehydrogenase, propanol-preferring [EC:1.1.1.1]NP_595121.1//alcohol dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative alcohol dehydrogenase (SPBC1773.06c), mRNA
2541051 NM_001022011.213.9 13.67 9.6 rad13 GO:0005634//nucleusGO:0004520//endodeoxyribonuclease activity;GO:0003697//single-stranded DNA binding;GO:0046872//metal ion binding;GO:0000014//single-stranded DNA endodeoxyribonuclease activity;GO:0004519//endonuclease activityGO:0006295//nucleotide-excision repair, DNA incision, 3'-to lesion;GO:1901255//nucleotide-excision repair involved in interstrand cross-link repair;GO:0006289//nucleotide-excision repairK10846//DNA excision repair protein ERCC-5NP_596095.1//DNA repair nuclease Rad13 [Schizosaccharomyces pombe 972h-]DNA repair nuclease Rad13 (rad13), mRNA
2539669 NM_001022314.214.04 14.44 6.28 alp1 GO:1990727//tubulin folding cofactor complex;GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005874//microtubule;GO:0015630//microtubule cytoskeleton;GO:0005829//cytosol;GO:0032153//cell division siteGO:0005319//lipid transporter activity;GO:0048487//beta-tubulin binding;GO:0044183//protein binding involved in protein folding;GO:0005096//GTPase activator activityGO:0007021//tubulin complex assembly;GO:0043547//positive regulation of GTPase activity;GO:0031122//cytoplasmic microtubule organizationK21767//tubulin-specific chaperone DNP_596393.2//tubulin specific chaperone cofactor D, Alp1 [Schizosaccharomyces pombe 972h-]tubulin-specific chaperone cofactor D Alp1 (alp1), mRNA
2542282 NM_001019664.26.83 5.43 3.29 SPAC17A2.07cGO:0005635//nuclear envelopeNA NA NA NP_594241.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC17A2.07c), partial mRNA

NR_151256.1 NR_151256.1 10.22 11.71 8.53 NA GO:0005634//nucleus;GO:0005730//nucleolus;GO:0019185//snRNA-activating protein complexGO:0003677//DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006363//termination of RNA polymerase I transcription;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationK09424 NP_594010.1//Myb family protein Eta2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.872), miscRNA
NR_150564.1 NR_150564.1 23.22 36.68 74.15 NA GO:0005634//nucleus;GO:0005829//cytosolNA GO:0051321//meiotic cell cycleNA NP_596711.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1668), miscRNA

2539200 NM_001023198.212.05 11.94 5.33 spc25 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000799//nuclear condensin complex;GO:0005737//cytoplasmGO:0003697//single-stranded DNA binding;GO:1990814//DNA/DNA annealing activity;GO:0003690//double-stranded DNA binding;GO:0016887//ATPase activityGO:0051301//cell division;GO:0007076//mitotic chromosome condensationK06678//condensin complex subunit 3;K11558NP_588207.1//condensin complex non-SMC subunit Cnd3 [Schizosaccharomyces pombe 972h-]kinetochore protein Spc25 (spc25), mRNA
NR_151209.1 NR_151209.1 8.08 7.01 6.65 NA GO:0005685//U1 snRNP;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0071004//U2-type prespliceosome;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0071011//precatalytic spliceosome;GO:0000243//commitment complexGO:0003729//mRNA binding;GO:0030619//U1 snRNA binding;GO:0004045//aminoacyl-tRNA hydrolase activityGO:0000398//mRNA splicing, via spliceosome;GO:0032543//mitochondrial translation;GO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosomeK04794//peptidyl-tRNA hydrolase, PTH2 family [EC:3.1.1.29];K11093//U1 small nuclear ribonucleoprotein 70kDaNP_593779.1//U1 snRNP-associated protein Usp101 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.829), miscRNA

2543629 NM_001019610.217.42 16.69 5.8 pol1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005658//alpha DNA polymerase:primase complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003688//DNA replication origin binding;GO:0001882//nucleoside binding;GO:0003697//single-stranded DNA binding;GO:0008408//3'-5' exonuclease activity;GO:0003887//DNA-directed DNA polymerase activity;GO:0046872//metal ion binding;GO:0003682//chromatin binding;GO:0000166//nucleotide binding;GO:0051539//4 iron, 4 sulfur cluster bindingGO:0006279//premeiotic DNA replication;GO:0006272//leading strand elongation;GO:0006273//lagging strand elongation;GO:1902981//synthesis of RNA primer involved in mitotic DNA replication;GO:1902975//mitotic DNA replication initiation;GO:0000734//gene conversion at mating-type locus, DNA repair synthesis;GO:0006303//double-strand break repair via nonhomologous end joining;GO:0007534//gene conversion at mating-type locusK02320//DNA polymerase alpha subunit A [EC:2.7.7.7]NP_594186.1//DNA polymerase alpha catalytic subunit [Schizosaccharomyces pombe 972h-]DNA polymerase alpha catalytic subunit (pol1), mRNA
NR_150594.1 NR_150594.1 43.05 42.15 89.67 NA NA NA NA NA NA antisense RNA (predicted) (SPNCRNA.1696), miscRNA

2542080 NM_001020037.215.2 32.59 1.72 mei2 GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0034064//Tor2-Mei2-Ste11 complex;GO:0005829//cytosol;GO:0033620//Mei2 nuclear dot complex;GO:0005737//cytoplasmGO:0003723//RNA bindingGO:0051728//cell cycle switching, mitotic to meiotic cell cycle;GO:1905191//positive regulation of metaphase/anaphase transition of meiosis II;GO:0007127//meiosis I;GO:0007165//signal transduction;GO:1904514//positive regulation of initiation of premeiotic DNA replication;GO:0031139//positive regulation of conjugation with cellular fusion;GO:0051446//positive regulation of meiotic cell cycleNA NP_594609.1//RNA-binding protein involved in meiosis Mei2 [Schizosaccharomyces pombe 972h-]RNA-binding protein Mei2 (mei2), mRNA
NR_151115.1 NR_151115.1 6.48 7.3 5.33 NA GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0003865//3-oxo-5-alpha-steroid 4-dehydrogenase activityGO:0008202//steroid metabolic process;GO:0006694//steroid biosynthetic processK12343//3-oxo-5-alpha-steroid 4-dehydrogenase 1 [EC:1.3.1.22]NP_593351.1//steroid reductase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.742), miscRNA

2540766 NM_001021584.217.93 14.26 6.43 pmt1 GO:0005634//nucleus;GO:0005829//cytosolGO:0016428//tRNA (cytosine-5-)-methyltransferase activity;GO:0016427//tRNA (cytosine) methyltransferase activity;GO:0000049//tRNA bindingGO:0002946//tRNA C5-cytosine methylationK15336//tRNA (cytosine38-C5)-methyltransferase [EC:2.1.1.204]NP_595687.1//DNA methyltransferase [Schizosaccharomyces pombe 972h-]DNA methyltransferase (pmt1), mRNA
2539043 NM_001022729.213.45 13.94 6.53 pdh1 GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0031511//Mis6-Sim4 complex;GO:0005874//microtubule;GO:0005816//spindle pole body;GO:0030137//COPI-coated vesicle;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0034967//Set3 complex;GO:0016021//integral component of membrane;GO:0070210//Rpd3L-Expanded complex;GO:0000776//kinetochore;GO:0005739//mitochondrionGO:0003714//transcription corepressor activityGO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0006351//transcription, DNA-templated;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0000070//mitotic sister chromatid segregation;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0051301//cell division;GO:0070869//heterochromatin assembly involved in chromatin silencing;GO:0016575//histone deacetylationK04508//transducin (beta)-like 1;K11697NP_587734.1//DUF1751 family protein [Schizosaccharomyces pombe 972h-]protein pdh1 (pdh1), mRNA

NR_151193.1 NR_151193.1 10.63 8.25 121.21 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.814), miscRNA
14217202 NM_001355919.111.45 9.3 5.98 SPCC188.14 GO:0005783//endoplasmic reticulum;GO:0070263//external side of fungal-type cell wall;GO:0010339//external side of cell wall;GO:0005737//cytoplasmGO:0050839//cell adhesion molecule bindingGO:0098609//cell-cell adhesion;GO:0043689//cell-cell adhesion involved in flocculationNA NP_588212.1//cell surface glycoprotein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC188.14), mRNA
2539618 NM_001022171.118.16 12.22 7.12 mug98 GO:0005739//mitochondrionNA GO:0051321//meiotic cell cycleNA NP_596252.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug98 (mug98), partial mRNA
2540845 NM_001021098.27.51 7.33 5.38 mob1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0031097//medial cortex;GO:0005829//cytosol;GO:0005935//cellular bud neck;GO:0034973//Sid2-Mob1 complex;GO:0032153//cell division siteGO:0016301//kinase activity;GO:0030295//protein kinase activator activityGO:1903473//positive regulation of mitotic actomyosin contractile ring contraction;GO:0006468//protein phosphorylation;GO:0034613//cellular protein localization;GO:0031031//positive regulation of septation initiation signaling;GO:0000917//division septum assemblyK06685//MOB kinase activator 1NP_595191.1//Sid2-Mob1 kinase complex regulatory subunit Mob1 [Schizosaccharomyces pombe 972h-]Sid2-Mob1 kinase complex regulatory subunit Mob1 (mob1), partial mRNA
2541647 NM_001018569.219.77 28.32 16.17 SPAC139.05 GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0009013//succinate-semialdehyde dehydrogenase [NAD(P)+] activity;GO:0004777//succinate-semialdehyde dehydrogenase (NAD+) activity;GO:0051287//NAD binding;GO:0016491//oxidoreductase activityGO:0006540//glutamate decarboxylation to succinate;GO:0006538//glutamate catabolic process;GO:0009450//gamma-aminobutyric acid catabolic processK00135 NP_593172.1//succinate-semialdehyde dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative succinate-semialdehyde dehydrogenase (SPAC139.05), mRNA
2540495 NM_001021447.213.09 12.09 5.32 SPBC27B12.04cGO:0044732//mitotic spindle pole body;GO:0000324//fungal-type vacuole;GO:0005635//nuclear envelope;GO:0090443//FAR/SIN/STRIPAK complex;GO:0071957//old mitotic spindle pole bodyNA GO:0031030//negative regulation of septation initiation signaling;GO:0061509//asymmetric protein localization to old mitotic spindle pole bodyNA NP_595536.1//conserved eukaryotic protein implicated in cell cycle regulation [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC27B12.04c), mRNA

NR_151326.1 NR_151326.1 14.7 17.19 12.15 NA GO:0035861//site of double-strand break;GO:0000784//nuclear chromosome, telomeric region;GO:0030870//Mre11 complex;GO:0000794//condensed nuclear chromosome;GO:0000790//nuclear chromatinGO:0003691//double-stranded telomeric DNA binding;GO:0005524//ATP binding;GO:0004017//adenylate kinase activity;GO:0004003//ATP-dependent DNA helicase activity;GO:0046872//metal ion binding;GO:0043047//single-stranded telomeric DNA binding;GO:0051880//G-quadruplex DNA binding;GO:0016887//ATPase activityGO:0072422//signal transduction involved in DNA damage checkpoint;GO:0032508//DNA duplex unwinding;GO:0016233//telomere capping;GO:1990918//double-strand break repair involved in meiotic recombination;GO:0031573//intra-S DNA damage checkpoint;GO:0042138//meiotic DNA double-strand break formation;GO:0007004//telomere maintenance via telomerase;GO:0042769//DNA damage response, detection of DNA damage;GO:0010520//regulation of reciprocal meiotic recombination;GO:0000722//telomere maintenance via recombination;GO:1990898//meiotic DNA double-strand break clipping;GO:0070192//chromosome organization involved in meiotic cell cycle;GO:0000724//double-strand break repair via homologous recombination;GO:1990426//mitotic recombination-dependent replication fork processing;GO:0006303//double-strand break repair via nonhomologous end joining;GO:0000723//telomere maintenanceK10866//DNA repair protein RAD50 [EC:3.6.-.-]XP_001713090.2//DNA repair protein Rad50 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.936), miscRNA
2540440 NM_001356030.110.35 11.58 16.89 gap1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005832//chaperonin-containing T-complexGO:0005524//ATP binding;GO:0051082//unfolded protein binding;GO:0005096//GTPase activator activityGO:0006457//protein folding;GO:0046580//negative regulation of Ras protein signal transduction;GO:0032005//signal transduction involved in conjugation with cellular fusionK09498//T-complex protein 1 subunit zetaXP_013021907.1//GTPase activating protein Gap1 [Schizosaccharomyces cryophilus OY26]GTPase-activating protein Gap1 (gap1), mRNA
2541317 NM_001022092.217.32 17.15 8.39 mor2 GO:0016020//membrane;GO:0051286//cell tip;GO:0031097//medial cortex;GO:1902716//cell cortex of growing cell tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipNA GO:2000100//regulation of establishment or maintenance of bipolar cell polarity regulating cell shapeNA NP_596172.1//morphogenesis protein Mor2 [Schizosaccharomyces pombe 972h-]morphogenesis protein Mor2 (mor2), mRNA
2541063 NM_001021281.212.93 13.81 4.64 SPBC646.15cGO:0005778//peroxisomal membraneNA GO:0007031//peroxisome organization;GO:0045046//protein import into peroxisome membrane;GO:0016558//protein import into peroxisome matrixK13335//peroxin-16NP_595373.2//Pex16 family peroxisome import protein (predicted) [Schizosaccharomyces pombe 972h-]putative Pex16 family peroxisome import protein (SPBC646.15c), mRNA
2542304 NM_001018535.29.37 8.27 2.81 mis6 GO:0000941//condensed nuclear chromosome inner kinetochore;GO:0031511//Mis6-Sim4 complex;GO:0034506//chromosome, centromeric core domain;GO:0000778//condensed nuclear chromosome kinetochore;GO:0035145//exon-exon junction complex;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0000779//condensed chromosome, centromeric region;GO:0000776//kinetochore;GO:0000775//chromosome, centromeric regionGO:0003729//mRNA bindingGO:0034508//centromere complex assembly;GO:0000070//mitotic sister chromatid segregation;GO:0034501//protein localization to kinetochore;GO:0000381//regulation of alternative mRNA splicing, via spliceosome;GO:0051301//cell division;GO:0000184//nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:0061641//CENP-A containing chromatin organization;GO:0051382//kinetochore assemblyK11501//centromere protein INP_593139.1//centromere connector protein mis6 [Schizosaccharomyces pombe 972h-]centromere connector protein mis6 (mis6), mRNA
2539492 NM_001355900.19.96 16.28 94.44 SPCPB16A4.06cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_588030.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCPB16A4.06c), mRNA
5802861 NM_001355984.114.51 10.4 13.13 SPAC1D4.01 GO:0051286//cell tip;GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0007030//Golgi organization;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0048024//regulation of mRNA splicing, via spliceosomeNA XP_001713042.2//hepatocellular carcinoma-associated antigen 59 domain-containing protein [Schizosaccharomyces pombe 972h-]hepatocellular carcinoma-associated antigen 59 domain-containing protein (SPAC1D4.01), mRNA

NR_149909.1 NR_149909.1 13.08 12.26 6.78 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1064), miscRNA
NR_150303.1 NR_150303.1 10.47 11.15 5.22 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0018105//peptidyl-serine phosphorylation;GO:0051321//meiotic cell cycle;GO:0035556//intracellular signal transduction;GO:0010508//positive regulation of autophagyK12767 NP_595486.1//serine/threonine protein kinase Ppk31 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1421), miscRNA
NR_150425.1 NR_150425.1 12.59 14.09 13.73 NA GO:0005634//nucleus;GO:0051286//cell tip;GO:0030427//site of polarized growth;GO:0031097//medial cortex;GO:0005829//cytosol;GO:0032153//cell division siteNA GO:0008360//regulation of cell shape;GO:0071852//fungal-type cell wall organization or biogenesisNA NP_596082.1//Pal1 family protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1537), miscRNA

2541042 NM_001020959.226.08 24.99 7.57 aat1 GO:0051286//cell tip;GO:0031520//plasma membrane of cell tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005773//vacuole;GO:0000139//Golgi membrane;GO:0032178//medial membrane band;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015189//L-lysine transmembrane transporter activity;GO:0015181//arginine transmembrane transporter activity;GO:0015171//amino acid transmembrane transporter activityGO:0097639//L-lysine import across plasma membrane;GO:0097638//L-arginine import across plasma membraneK16261 NP_595053.1//amino acid permease [Schizosaccharomyces pombe 972h-]amino acid permease (aat1), mRNA
2540768 NM_001021615.237.02 46.26 11.8 scr1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046872//metal ion binding;GO:0003676//nucleic acid bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0000433//negative regulation of transcription from RNA polymerase II promoter by glucoseK09467 NP_595717.1//transcription factor Scr1 [Schizosaccharomyces pombe 972h-]transcription factor Scr1 (scr1), mRNA
2540314 NM_001021975.219.82 13.79 14.84 ctu1 GO:0005829//cytosol;GO:0002144//cytosolic tRNA wobble base thiouridylase complexGO:0005524//ATP binding;GO:0016779//nucleotidyltransferase activity;GO:0000049//tRNA binding;GO:0016740//transferase activityGO:0002098//tRNA wobble uridine modification;GO:0034227//tRNA thio-modification;GO:0032447//protein urmylation;GO:0002143//tRNA wobble position uridine thiolationK14168//cytoplasmic tRNA 2-thiolation protein 1 [EC:2.7.7.-]NP_596064.1//cytosolic thiouridylase subunit Ctu1 [Schizosaccharomyces pombe 972h-]cytosolic thiouridylase subunit Ctu1 (ctu1), mRNA

NR_151050.1 NR_151050.1 21.28 18.73 10.78 NA GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0003729//mRNA binding;GO:0004823//leucine-tRNA ligase activity;GO:0005524//ATP binding;GO:0002161//aminoacyl-tRNA editing activityGO:0032543//mitochondrial translation;GO:0000372//Group I intron splicing;GO:0006429//leucyl-tRNA aminoacylationK01869//leucyl-tRNA synthetase [EC:6.1.1.4]NP_593069.1//mitochondrial leucine-tRNA ligase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.683), miscRNA
2539114 NM_001023028.29.04 7.22 7.63 vid21 GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0016740//transferase activityGO:0007127//meiosis I;GO:0006281//DNA repair;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylationK11397 NP_588036.2//NuA4 histone acetyltransferase complex subunit Vid21 [Schizosaccharomyces pombe 972h-]NuA4 histone acetyltransferase complex subunit Vid21 (vid21), mRNA
2542615 NM_001356148.111.32 11.37 4.07 cut20 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0043234//protein complex;GO:0005829//cytosol;GO:0032153//cell division site;GO:0005680//anaphase-promoting complexNA GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0051301//cell division;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0030071//regulation of mitotic metaphase/anaphase transition;GO:0007049//cell cycleK03351//anaphase-promoting complex subunit 4XP_001713100.1//anaphase-promoting complex subunit Apc4 [Schizosaccharomyces pombe 972h-]anaphase-promoting complex subunit Apc4 (cut20), mRNA
2543358 NM_001019492.29.31 8.8 9.14 rev3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016035//zeta DNA polymerase complex;GO:0005739//mitochondrion;GO:0043596//nuclear replication forkGO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0008408//3'-5' exonuclease activity;GO:0000166//nucleotide binding;GO:0051539//4 iron, 4 sulfur cluster bindingGO:0019985//translesion synthesis;GO:0042276//error-prone translesion synthesis;GO:0070987//error-free translesion synthesis;GO:0006281//DNA repair;GO:0006260//DNA replication;GO:0043504//mitochondrial DNA repairK02350//DNA polymerase zeta [EC:2.7.7.7]NP_594068.1//DNA polymerase zeta catalytic subunit Rev3 (predicted) [Schizosaccharomyces pombe 972h-]putative DNA polymerase zeta catalytic subunit Rev3 (rev3), mRNA
2538939 NM_001022867.210.32 9.85 6.85 SPCC1672.04cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane spaceGO:0005507//copper ion bindingGO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0030001//metal ion transport;GO:0009060//aerobic respirationK18183//cytochrome c oxidase assembly protein subunit 19NP_587875.2//mitochondrial copper chaperone (predicted) [Schizosaccharomyces pombe 972h-]putative Cu chaperone (SPCC1672.04c), mRNA
2541456 NM_001019537.210.52 12.19 5.53 spo7 GO:0072686//mitotic spindle;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0035974//meiotic spindle pole body;GO:0005737//cytoplasmGO:0032266//phosphatidylinositol-3-phosphate binding;GO:0005086//ARF guanyl-nucleotide exchange factor activityGO:0032120//ascospore-type prospore membrane assembly;GO:0032012//regulation of ARF protein signal transduction;GO:0070583//spore membrane bending pathway;GO:0031322//ascospore-type prospore-specific spindle pole body remodelingNA NP_594113.1//sporulation protein Spo7 [Schizosaccharomyces pombe 972h-]sporulation protein Spo7 (spo7), mRNA
2538846 NM_001023482.215.23 14.42 10.13 myo52 GO:1990819//actin fusion focus;GO:0031097//medial cortex;GO:0043332//mating projection tip;GO:0071563//Myo2p-Vac17p-Vac8p transport complex;GO:0032153//cell division site;GO:0051285//cell cortex of cell tip;GO:0097575//lateral cell cortex;GO:0030479//actin cortical patch;GO:0000131//incipient cellular bud site;GO:0032432//actin filament bundle;GO:1902716//cell cortex of growing cell tip;GO:0090726//cortical dynamic polarity patch;GO:0051286//cell tip;GO:0000329//fungal-type vacuole membrane;GO:0005934//cellular bud tip;GO:0005935//cellular bud neck;GO:0030133//transport vesicle;GO:0016459//myosin complex;GO:0031941//filamentous actinGO:0051015//actin filament binding;GO:0003779//actin binding;GO:0005524//ATP binding;GO:0000146//microfilament motor activity;GO:0005516//calmodulin binding;GO:0030898//actin-dependent ATPase activityGO:0000132//establishment of mitotic spindle orientation;GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0061573//actin filament bundle retrograde transport;GO:0009826//unidimensional cell growth;GO:0045033//peroxisome inheritance;GO:0006904//vesicle docking involved in exocytosis;GO:0048313//Golgi inheritance;GO:0070649//formin-nucleated actin cable assembly;GO:0007118//budding cell apical bud growth;GO:0000001//mitochondrion inheritance;GO:0000281//mitotic cytokinesis;GO:1904601//protein localization to actin fusion focus;GO:0000011//vacuole inheritance;GO:0007107//membrane addition at site of cytokinesis;GO:1990896//protein localization to cell cortex of cell tip;GO:0061572//actin filament bundle organization;GO:0030050//vesicle transport along actin filamentK10357//myosin VNP_588492.1//myosin type V [Schizosaccharomyces pombe 972h-]myosin type V (myo52), mRNA
2539132 NM_001023320.214.55 14.05 12.48 cox18 GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneGO:0032977//membrane insertase activity;GO:0008565//protein transporter activityGO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0051204//protein insertion into mitochondrial membrane;GO:0008535//respiratory chain complex IV assemblyK17797//mitochondrial inner membrane protein COX18;K03217//YidC/Oxa1 family membrane protein insertaseNP_588329.1//mitochondrial inner membrane protein Cox18 [Schizosaccharomyces pombe 972h-]protein Cox18 (cox18), mRNA
2541696 NM_001020345.28.37 7.31 12.29 mug5 GO:0005869//dynactin complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0106006//microtubule cortical anchor activityGO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0007059//chromosome segregation;GO:0032118//horsetail-astral microtubule organizationNA NP_594913.2//mug5 protein [Schizosaccharomyces pombe 972h-]protein mug5 (mug5), mRNA

NR_149850.1 NR_149850.1 8.83 12.21 15.6 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1010), miscRNA
2540994 NM_001021319.213.02 11.08 11.58 SPBC337.11 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005743//mitochondrial inner membrane;GO:0005737//cytoplasmGO:0016616//oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;GO:0016491//oxidoreductase activityNA K00344//NADPH2:quinone reductase [EC:1.6.5.5]NP_595412.1//mitochondrial peptidase (predicted) [Schizosaccharomyces pombe 972h-]putative peptidase (SPBC337.11), mRNA
2543075 NM_001019797.216.66 17.12 6.61 uba5 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0019781//NEDD8 activating enzyme activity;GO:0005524//ATP bindingGO:0045116//protein neddylationK04532//amyloid beta precursor protein binding protein 1NP_594376.2//NEDD8 activating enzyme (predicted) [Schizosaccharomyces pombe 972h-]putative NEDD8-activating enzyme uba5 (uba5), mRNA
2540655 NM_001021530.212.12 9.83 4.6 apc15 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005680//anaphase-promoting complexNA GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0051301//cell division;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0030071//regulation of mitotic metaphase/anaphase transition;GO:0007049//cell cycleNA NP_595636.1//anaphase-promoting complex subunit Apc15 [Schizosaccharomyces pombe 972h-]anaphase-promoting complex subunit Apc15 (apc15), mRNA

NR_150248.1 NR_150248.1 26.04 22.47 20.65 NA GO:0051286//cell tip;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0032153//cell division siteNA GO:0006811//ion transport;GO:0006893//Golgi to plasma membrane transportK21989//calcium permeable stress-gated cation channelNP_595232.1//DUF221 family protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1371), miscRNA
2542858 NM_001018239.29.85 9.84 4.82 chs1 GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0071944//cell periphery;GO:0030428//cell septumGO:0004100//chitin synthase activityGO:0034217//ascospore wall chitin biosynthetic process;GO:0030476//ascospore wall assembly;GO:0030437//ascospore formationK00698//chitin synthase [EC:2.4.1.16]NP_592838.1//chitin synthase I [Schizosaccharomyces pombe 972h-]chitin synthase I (chs1), mRNA
2540362 NM_001021605.215.96 16.22 4.95 ceg1 GO:0005634//nucleus;GO:0031533//mRNA cap methyltransferase complexGO:0005525//GTP binding;GO:0004484//mRNA guanylyltransferase activityGO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0009452//7-methylguanosine RNA capping;GO:0006370//7-methylguanosine mRNA capping;GO:0008033//tRNA processingK00987 NP_595708.1//mRNA guanylyltransferase Ceg1 [Schizosaccharomyces pombe 972h-]mRNA guanylyltransferase Ceg1 (ceg1), partial mRNA

NR_150420.1 NR_150420.1 10.33 9.47 14.78 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1532), miscRNA
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2540468 NM_001021767.215.08 11.19 9.66 nif1 GO:0051286//cell tip;GO:0005829//cytosol;GO:0035838//growing cell tip;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0004860//protein kinase inhibitor activityGO:0051301//cell division;GO:0010972//negative regulation of G2/M transition of mitotic cell cycle;GO:0007049//cell cycleNA NP_595862.1//SEL1 repeat protein Nif1 [Schizosaccharomyces pombe 972h-]SEL1 repeat protein Nif1 (nif1), mRNA
14218128 NM_001356136.16.92 6.9 10.89 SPAC1071.13NA NA NA NA XP_004001788.1//hypothetical protein SPAC1071.13 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1071.13), mRNA
2543392 NM_001019379.212.27 11.46 10.39 msh3 GO:0035861//site of double-strand break;GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0032302//MutSbeta complexGO:0032135//DNA insertion or deletion binding;GO:0005524//ATP binding;GO:0030983//mismatched DNA binding;GO:0000404//heteroduplex DNA loop binding;GO:0000406//double-strand/single-strand DNA junction binding;GO:0003684//damaged DNA binding;GO:0008094//DNA-dependent ATPase activity;GO:0000403//Y-form DNA bindingGO:0061500//gene conversion at mating-type locus, termination of copy-synthesis;GO:0007131//reciprocal meiotic recombination;GO:0006281//DNA repair;GO:0006298//mismatch repair;GO:0043570//maintenance of DNA repeat elements;GO:0007534//gene conversion at mating-type locusK08736//DNA mismatch repair protein MSH3NP_593952.1//DNA mismatch repair protein [Schizosaccharomyces pombe 972h-]DNA mismatch repair protein (msh3), mRNA
2539837 NM_001021808.25.72 5.23 2.96 SPBC17G9.12cGO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activityNA NA NP_595901.1//hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative hydrolase (SPBC17G9.12c), mRNA
2542902 NM_001356173.112.94 13.74 6.41 SPAC144.05 GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0061630//ubiquitin protein ligase activity;GO:0005524//ATP binding;GO:0008270//zinc ion binding;GO:0004386//helicase activity;GO:0008094//DNA-dependent ATPase activityGO:0006281//DNA repairK15710//E3 ubiquitin-protein ligase SHPRH [EC:3.6.4.- 2.3.2.27]NP_594666.1//ATP-dependent DNA helicase (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent DNA helicase (SPAC144.05), mRNA

NR_150715.1 NR_150715.1 10.81 8.87 26.51 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.304), miscRNA
NR_150259.1 NR_150259.1 14.45 14.45 10.88 NA GO:0005576//extracellular region;GO:0005886//plasma membraneGO:0000772//mating pheromone activityGO:0000747//conjugation with cellular fusion;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusionNA NP_595278.1//M-factor precursor Mfm3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1381), miscRNA
NR_151085.1 NR_151085.1 7.8 7.75 6.86 NA GO:0030173//integral component of Golgi membrane;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycle;GO:0006897//endocytosisNA NP_593220.2//BAR domain protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.715), miscRNA

2543346 NM_001019496.217.79 16.1 9.21 set13 GO:0005634//nucleusGO:0016279//protein-lysine N-methyltransferase activityGO:0018026//peptidyl-lysine monomethylation;GO:1990497//regulation of cytoplasmic translation in response to stressK05302//N-lysine methyltransferase SETD6 [EC:2.1.1.-]NP_594072.2//ribosome L32 lysine methyltransferase Set13 [Schizosaccharomyces pombe 972h-]ribosome L32 lysine methyltransferase Set13 (set13), mRNA
NR_150504.1 NR_150504.1 13.15 17.07 5.58 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1609), miscRNA

2540801 NM_001021632.214.02 14.63 7.92 saf4 GO:0005737//cytoplasmGO:0008270//zinc ion bindingNA K13115//coiled-coil domain-containing protein 130NP_595733.2//zf-CHY type zinc finger protein [Schizosaccharomyces pombe 972h-]putative splicing-associated factor Saf4 (saf4), mRNA
NR_150244.1 NR_150244.1 14.26 11.67 35.04 NA GO:0000110//nucleotide-excision repair factor 1 complex;GO:0005634//nucleus;GO:0000109//nucleotide-excision repair complexGO:0046872//metal ion binding;GO:0003684//damaged DNA bindingGO:0000715//nucleotide-excision repair, DNA damage recognition;GO:0006284//base-excision repair;GO:1901255//nucleotide-excision repair involved in interstrand cross-link repair;GO:0033683//nucleotide-excision repair, DNA incision;GO:0070914//UV-damage excision repair;GO:0006289//nucleotide-excision repairK10847//DNA-repair protein complementing XP-A cellsNP_595222.1//DNA repair protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1368), miscRNA

2541336 NM_001021292.29.03 8.46 9.31 mit1 GO:1990707//nuclear subtelomeric heterochromatin;GO:0033553//rDNA heterochromatin;GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0031934//mating-type region heterochromatin;GO:0070824//SHREC complex;GO:0031618//nuclear pericentric heterochromatin;GO:0000790//nuclear chromatinGO:0031491//nucleosome binding;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0004386//helicase activity;GO:0070615//nucleosome-dependent ATPase activity;GO:0016887//ATPase activityGO:0042766//nucleosome mobilization;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0006338//chromatin remodeling;GO:0016584//nucleosome positioning;GO:0030702//chromatin silencing at centromere;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0043044//ATP-dependent chromatin remodeling;GO:0000183//chromatin silencing at rDNAK11367//chromodomain-helicase-DNA-binding protein 1 [EC:3.6.4.12]NP_595385.1//SHREC complex subunit Mit1 [Schizosaccharomyces pombe 972h-]SHREC complex subunit Mit1 (mit1), mRNA
2539639 NM_001021067.29.31 10.23 30.97 cut4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0031618//nuclear pericentric heterochromatin;GO:0005680//anaphase-promoting complexGO:0061630//ubiquitin protein ligase activity;GO:0070628//proteasome bindingGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0051301//cell division;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0016567//protein ubiquitination;GO:0007049//cell cycleK03348//anaphase-promoting complex subunit 1NP_595158.1//anaphase-promoting complex subunit Apc1 [Schizosaccharomyces pombe 972h-]anaphase-promoting complex subunit Apc1 (cut4), mRNA
2540391 NM_001022488.29.28 11.02 35.41 mug37 GO:0070971//endoplasmic reticulum exit site;GO:0005783//endoplasmic reticulum;GO:0005737//cytoplasm;GO:0000139//Golgi membrane;GO:0030127//COPII vesicle coat;GO:0044233//ER-mitochondrion membrane contact site;GO:0005789//endoplasmic reticulum membrane;GO:0005739//mitochondrionGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0007006//mitochondrial membrane organization;GO:0003400//regulation of COPII vesicle coating;GO:0006886//intracellular protein transport;GO:0016050//vesicle organization;GO:0051321//meiotic cell cycle;GO:0007264//small GTPase mediated signal transduction;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0006998//nuclear envelope organization;GO:0000266//mitochondrial fissionK07953//GTP-binding protein SAR1 [EC:3.6.5.-]NP_596567.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug37 (mug37), mRNA
2541478 NM_001018387.213.76 11.87 20.98 SPAC2F7.17 GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003747//translation release factor activityGO:0070126//mitochondrial translational terminationK02835//peptide chain release factor 1NP_592987.1//mitochondrial peptide chain release factor (predicted) [Schizosaccharomyces pombe 972h-]putative peptide chain release factor (SPAC2F7.17), mRNA

NR_150512.1 NR_150512.1 12.32 13.29 20.47 NA GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0005319//lipid transporter activityGO:0034203//glycolipid translocation;GO:0008643//carbohydrate transportK06316//oligosaccharide translocation protein RFT1;K11369NP_596493.1//Man5GlcNac2-PP-Dol translocation protein Rft1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1618), miscRNA
NR_150339.1 NR_150339.1 5.75 4.72 38.82 NA GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0006897//endocytosisK11650//SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily D;K20520//drebrin-like proteinNP_595695.1//BAR adaptor protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1454), miscRNA

2541242 NM_001021463.212.38 13.2 43.08 sfi1 GO:0000922//spindle pole;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosolNA GO:0051301//cell division;GO:1903087//mitotic spindle pole body duplicationK16489//protein SFI1NP_595568.1//spindle pole body protein Sfi1 [Schizosaccharomyces pombe 972h-]protein Sfi1 (sfi1), mRNA
NR_150955.1 NR_150955.1 10.16 2.87 61.65 NA GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005730//nucleolus;GO:0031097//medial cortex;GO:0005829//cytosol;GO:0035974//meiotic spindle pole body;GO:0034973//Sid2-Mob1 complex;GO:0005628//prospore membraneGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0051220//cytoplasmic sequestering of protein;GO:0044878//mitotic cytokinesis checkpoint;GO:1902817//negative regulation of protein localization to microtubule;GO:0031031//positive regulation of septation initiation signaling;GO:1902846//positive regulation of mitotic spindle elongation;GO:0035556//intracellular signal transduction;GO:0032463//negative regulation of protein homooligomerization;GO:0140043//lipid droplet localization to prospore membrane leading edge;GO:0032120//ascospore-type prospore membrane assembly;GO:0018105//peptidyl-serine phosphorylation;GO:0031028//septation initiation signaling;GO:1902854//positive regulation of nuclear migration during mitotic telophase;GO:0061167//maintenance of endoplasmic reticulum location involved in endoplasmic reticulum polarization at cell division siteK06686;K06684NP_588283.1//meiosis specific protein kinase Mug27/Slk1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.583), miscRNA

2542018 NM_001018224.26.04 3.49 3.91 gmh1 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0031278//alpha-1,2-galactosyltransferase activity;GO:0016757//transferase activity, transferring glycosyl groupsGO:0042125//protein galactosylation;GO:0006487//protein N-linked glycosylation;GO:0006491//N-glycan processing;GO:0009272//fungal-type cell wall biogenesisK05532;K10971NP_592824.1//alpha-1,2-galactosyltransferase Gmh1 (predicted) [Schizosaccharomyces pombe 972h-]putative alpha-1,2-galactosyltransferase Gmh1 (gmh1), mRNA
NR_151302.1 NR_151302.1 12.35 14.76 10.06 NA GO:0005576//extracellular regionNA NA NA NP_594217.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.914), miscRNA
NR_149907.1 NR_149907.1 6.33 7.84 3.61 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1062), miscRNA
NR_151098.1 NR_151098.1 10.09 9.99 33.25 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.727), miscRNA

2542537 NM_001020331.218.31 19.56 12.14 ptr1 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0004842//ubiquitin-protein transferase activity;GO:0016874//ligase activityGO:0006364//rRNA processing;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0051028//mRNA transportK10592//E3 ubiquitin-protein ligase HUWE1 [EC:2.3.2.26]NP_594902.1//E3 ubiquitin-protein ligase [Schizosaccharomyces pombe 972h-]E3 ubiquitin-protein ligase (ptr1), mRNA
NR_151360.1 NR_151360.1 12.07 14.33 10.68 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0008168//methyltransferase activity;GO:0046547//trans-aconitate 3-methyltransferase activityGO:0044262//cellular carbohydrate metabolic processK14300//nuclear pore complex protein Nup133NP_594469.1//trans-aconitate 3-methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.967), miscRNA

2542153 NM_001020241.29.01 8.72 10.11 SPAC1952.10cGO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0000139//Golgi membraneNA NA K01539//sodium/potassium-transporting ATPase subunit alpha [EC:3.6.3.9]NP_594812.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1952.10c), mRNA
2540697 NM_001022287.214.71 12.51 8.98 SPBC20F10.02cGO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneNA NA NA NP_596366.1//DUF1741 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC20F10.02c), mRNA
2541027 NM_001021376.211.68 11.5 11.68 SPBC409.16cGO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006310//DNA recombination;GO:0030490//maturation of SSU-rRNAK14800//pre-rRNA-processing protein TSR2NP_595466.1//recombination protein Saw1 (predicted) [Schizosaccharomyces pombe 972h-]putative recombination protein Saw1 (SPBC409.16c), mRNA
2543640 NM_001020175.211.61 8.79 5.37 SPAC4F10.05cGO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0033819//lipoyl(octanoyl) transferase activity;GO:0016874//ligase activityGO:0006464//cellular protein modification process;GO:0009249//protein lipoylation;GO:0009107//lipoate biosynthetic processK03801//lipoyl(octanoyl) transferase [EC:2.3.1.181]NP_594748.1//mitochondrial lipoate-protein ligase (predicted) [Schizosaccharomyces pombe 972h-]putative lipoate-protein ligase (SPAC4F10.05c), mRNA
2542933 NM_001020134.29.09 8.09 3.3 mug67 GO:0005829//cytosolGO:0101005//ubiquitinyl hydrolase activity;GO:0008233//peptidase activityGO:0051321//meiotic cell cycle;GO:0016579//protein deubiquitinationK17804//mitochondrial import inner membrane translocase subunit TIM44NP_594707.2//PPPDE peptidase family (predicted) [Schizosaccharomyces pombe 972h-]putative PPPDE peptidase family protein (mug67), mRNA

NR_150518.1 NR_150518.1 18.48 19.38 11.3 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1624), miscRNA
NR_151247.1 NR_151247.1 8.24 8.98 9.64 NA GO:0005634//nucleus;GO:0032993//protein-DNA complexGO:0052821//DNA-7-methyladenine glycosylase activity;GO:0032131//alkylated DNA binding;GO:0043916//DNA-7-methylguanine glycosylase activity;GO:0003905//alkylbase DNA N-glycosylase activity;GO:0003684//damaged DNA binding;GO:0008725//DNA-3-methyladenine glycosylase activity;GO:0052822//DNA-3-methylguanine glycosylase activity;GO:0052820//DNA-1,N6-ethenoadenine N-glycosylase activityGO:0006307//DNA dealkylation involved in DNA repair;GO:0045007//depurination;GO:0006285//base-excision repair, AP site formationK01247 NP_593991.1//DNA-3-methyladenine glycosylase Mag1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.864), miscRNA

2542040 NM_001018173.213.28 14.49 10.26 SPAC212.01cGO:0005774//vacuolar membrane;GO:0005783//endoplasmic reticulum;GO:0009897//external side of plasma membrane;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_595035.1//hypothetical protein SPAC212.01c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC212.01c), partial mRNA
2538963 NM_001023244.212.62 11.7 15.55 bit61 GO:0005634//nucleus;GO:0031932//TORC2 complex;GO:0005829//cytosolNA GO:0038203//TORC2 signaling;GO:0051321//meiotic cell cycleK20183//Vam6/Vps39-like protein vacuolar protein sorting-associated protein 39NP_588254.1//TORC2 subunit Bit61 [Schizosaccharomyces pombe 972h-]TORC2 subunit Bit61 (bit61), mRNA
3361403 NM_001020046.213.12 12.33 4.37 but1 GO:0005634//nucleus;GO:0005829//cytosolGO:0008379//thioredoxin peroxidase activityGO:0051321//meiotic cell cycle;GO:0042744//hydrogen peroxide catabolic processNA NP_001018283.1//neddylation pathway protein But1 [Schizosaccharomyces pombe 972h-]neddylation pathway protein But1 (but1), mRNA
2541072 NM_001021947.214.64 22.42 7.58 SPBC365.08cGO:0000836//Hrd1p ubiquitin ligase complex;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0030433//ubiquitin-dependent ERAD pathwayK13989//Derlin-2/3NP_596037.1//hypothetical protein SPBC365.08c [Schizosaccharomyces pombe 972h-]putative Der1 family protein (SPBC365.08c), mRNA
2542737 NM_001019903.29.56 11.5 3.87 mal2 GO:0005634//nucleus;GO:0031511//Mis6-Sim4 complex;GO:0005829//cytosol;GO:0000778//condensed nuclear chromosome kinetochore;GO:0000780//condensed nuclear chromosome, centromeric regionGO:0008175//tRNA methyltransferase activityGO:0034508//centromere complex assembly;GO:0000070//mitotic sister chromatid segregation;GO:0051301//cell division;GO:0030488//tRNA methylation;GO:0031591//wybutosine biosynthetic processK15450//tRNA wybutosine-synthesizing protein 3 [EC:2.1.1.282]NP_594474.1//kinetochore protein mal2 [Schizosaccharomyces pombe 972h-]kinetochore protein mal2 (mal2), mRNA
2541512 NM_001020364.211.13 10.08 7.13 nse6 GO:0030915//Smc5-Smc6 complex;GO:0005634//nucleusNA GO:0006281//DNA repair;GO:0048478//replication fork protection;GO:0006310//DNA recombination;GO:0006974//cellular response to DNA damage stimulusNA NP_594933.1//Smc5-6 complex non-SMC subunit Nse6 [Schizosaccharomyces pombe 972h-]Smc5-6 complex non-SMC subunit Nse6 (nse6), mRNA
2538947 NM_001022798.219.77 20.15 10.99 ubp16 GO:0005634//nucleus;GO:0005730//nucleolusGO:0101005//ubiquitinyl hydrolase activity;GO:0004843//thiol-dependent ubiquitin-specific protease activityGO:0006511//ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitinationK11855//ubiquitin carboxyl-terminal hydrolase 36/42 [EC:3.4.19.12]NP_587805.1//ubiquitin C-terminal hydrolase Ubp16 [Schizosaccharomyces pombe 972h-]ubiquitin hydrolase Ubp16 (ubp16), mRNA

NR_150254.1 NR_150254.1 10.86 8.65 4.65 NA GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0051603//proteolysis involved in cellular protein catabolic processK18798//peroxisome-assembly ATPase [EC:3.6.4.7]NP_595259.1//AFG1 family mitochondrial ATPase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1377), miscRNA
2543435 NM_001018304.2 7 5.4 9.89 mug177 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004849//uridine kinase activity;GO:0005524//ATP binding;GO:0016301//kinase activityGO:0051321//meiotic cell cycle;GO:0043097//pyrimidine nucleoside salvage;GO:0006206//pyrimidine nucleobase metabolic processK15918 NP_592905.1//glycerate kinase (predicted) [Schizosaccharomyces pombe 972h-]protein mug177 (mug177), partial mRNA

NR_150536.1 NR_150536.1 13.88 20.01 20.41 NA GO:0005829//cytosolNA NA K19525//vacuolar protein sorting-associated protein 13A/CXP_001713147.1//vacuolar protein sorting-associated protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1640), miscRNA
3361214 NM_001356244.19.87 9.31 6.76 atg2 GO:0019898//extrinsic component of membrane;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membrane;GO:0005737//cytoplasmNA GO:0030435//sporulation resulting in formation of a cellular spore;GO:0051321//meiotic cell cycle;GO:0030242//autophagy of peroxisome;GO:0044804//autophagy of nucleus;GO:0006914//autophagy;GO:0000045//autophagosome assembly;GO:0016236//macroautophagy;GO:0000422//autophagy of mitochondrionK17906//autophagy-related protein 2XP_001713120.1//autophagy associated protein Atg2 [Schizosaccharomyces pombe 972h-]autophagy-associated protein Atg2 (atg2), mRNA
2542729 NM_001019570.217.82 11.54 17.87 rmi1 GO:0005634//nucleusGO:0046872//metal ion binding;GO:0035485//adenine/guanine mispair binding;GO:0034039//8-oxo-7,8-dihydroguanine DNA N-glycosylase activity;GO:0032357//oxidized purine DNA binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0000701//purine-specific mismatch base pair DNA N-glycosylase activityGO:0006284//base-excision repair;GO:0006298//mismatch repair;GO:0072421//detection of DNA damage stimulus involved in DNA damage checkpoint;GO:0034644//cellular response to UV;GO:1902800//positive regulation of phosphodiesterase I activity;GO:0006285//base-excision repair, AP site formation;GO:0045007//depurination;GO:0006974//cellular response to DNA damage stimulusK03575//A/G-specific adenine glycosylase [EC:3.2.2.-];K02882//large subunit ribosomal protein L18Ae;K15364NP_594145.1//adenine DNA glycosylase Myh1 [Schizosaccharomyces pombe 972h-]putative RecQ mediated genome instability protein Rmi1 (rmi1), mRNA
2540560 NM_001022153.212.64 13.35 5.29 myo51 GO:1990819//actin fusion focus;GO:0016459//myosin complex;GO:0005829//cytosol;GO:0070648//formin-nucleated actin cable;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0003779//actin binding;GO:0005524//ATP binding;GO:0000146//microfilament motor activity;GO:0005516//calmodulin binding;GO:0030898//actin-dependent ATPase activityGO:1903475//mitotic actomyosin contractile ring assembly;GO:1904601//protein localization to actin fusion focus;GO:1903478//actin filament bundle convergence involved in mitotic contractile ring assembly;GO:0070649//formin-nucleated actin cable assembly;GO:0061572//actin filament bundle organizationK10357//myosin VNP_596233.1//myosin type V [Schizosaccharomyces pombe 972h-]myosin type V (myo51), mRNA
2538972 NM_001023414.212.52 12.09 6.42 wtf21 GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneNA GO:0075297//negative regulation of ascospore formationNA NP_588423.1//wtf element Wtf21 [Schizosaccharomyces pombe 972h-]wtf element Wtf21 (wtf21), mRNA
2539830 NM_001022307.211.17 11.19 7.33 acr1 GO:0005730//nucleolus;GO:0005829//cytosol;GO:0000500//RNA polymerase I upstream activating factor complexNA GO:0006355//regulation of transcription, DNA-templated;GO:0006360//transcription from RNA polymerase I promoterNA NP_596386.1//upstream activation factor complex subunit Acr1 [Schizosaccharomyces pombe 972h-]upstream activation factor complex subunit Acr1 (acr1), mRNA
2541489 NM_001019977.214.9 15.18 21.7 ayr1 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0000140//acylglycerone-phosphate reductase activity;GO:0102566//1-acyl dihydroxyacetone phosphate reductase activity;GO:0016491//oxidoreductase activityGO:0006654//phosphatidic acid biosynthetic processK06123 NP_594548.1//1-acyldihydroxyacetone phosphate reductase (predicted) [Schizosaccharomyces pombe 972h-]putative 1-acyldihydroxyacetone phosphate reductase (ayr1), mRNA
2539824 NM_001021790.210.15 11.36 5.58 SPBC1711.11GO:0005768//endosome;GO:0005634//nucleus;GO:0019898//extrinsic component of membrane;GO:0005829//cytosol;GO:0000407//phagophore assembly site;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005776//autophagosomeGO:0032266//phosphatidylinositol-3-phosphate binding;GO:0035091//phosphatidylinositol bindingGO:0016050//vesicle organization;GO:0006897//endocytosis;GO:0006914//autophagy;GO:0015031//protein transport;GO:0034727//piecemeal microautophagy of the nucleusK17919//sorting nexin-4NP_595884.1//autophagy associated protein (predicted) [Schizosaccharomyces pombe 972h-]putative autophagy associated protein (SPBC1711.11), mRNA
3361323 NM_001022202.220.14 24.06 19.24 swi3 GO:0005634//nucleus;GO:0031298//replication fork protection complex;GO:0005739//mitochondrion;GO:0043596//nuclear replication forkGO:0003677//DNA bindingGO:0033262//regulation of nuclear cell cycle DNA replication;GO:0048478//replication fork protection;GO:0000076//DNA replication checkpoint;GO:0071515//genetic imprinting at mating-type locus;GO:0043111//replication fork arrest;GO:0007049//cell cycle;GO:0006974//cellular response to DNA damage stimulus;GO:0007534//gene conversion at mating-type locusK10998 NP_001018832.1//replication fork protection complex subunit Swi3 [Schizosaccharomyces pombe 972h-]replication fork protection complex subunit Swi3 (swi3), mRNA
2541701 NM_001018442.211.62 11.94 5.12 sxa2 GO:0005634//nucleus;GO:0000324//fungal-type vacuole;GO:0005829//cytosol;GO:0005576//extracellular regionGO:0004180//carboxypeptidase activity;GO:0004185//serine-type carboxypeptidase activityGO:0000747//conjugation with cellular fusion;GO:0051603//proteolysis involved in cellular protein catabolic process;GO:0007039//protein catabolic process in the vacuole;GO:0090029//negative regulation of pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0010515//negative regulation of induction of conjugation with cellular fusion;GO:0046938//phytochelatin biosynthetic process;GO:0031138//negative regulation of conjugation with cellular fusionK01288 NP_593043.1//serine carboxypeptidase Sxa2 [Schizosaccharomyces pombe 972h-]serine carboxypeptidase Sxa2 (sxa2), mRNA
2539710 NM_001020970.244.66 59.4 7.52 ght4 GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005353//fructose transmembrane transporter activity;GO:0015128//gluconate transmembrane transporter activity;GO:0005355//glucose transmembrane transporter activity;GO:0005351//sugar:proton symporter activityGO:0098708//glucose import across plasma membrane;GO:0035429//gluconate transmembrane transport;GO:0035428//hexose transmembrane transport;GO:0046323//glucose import;GO:1990539//fructose import across plasma membraneK08139 NP_595064.1//hexose transporter Ght4 [Schizosaccharomyces pombe 972h-]hexose transporter Ght4 (ght4), mRNA
2539069 NM_001023368.216.44 14.6 4.55 SPCC74.04 GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0015179//L-amino acid transmembrane transporter activity;GO:0015297//antiporter activity;GO:0015171//amino acid transmembrane transporter activityNA K19564;K09885NP_588377.1//gamma-aminobutyric acid/polyamine transporter [Schizosaccharomyces pombe 972h-]gamma-aminobutyric acid/polyamine transporter (SPCC74.04), mRNA
2538934 NM_001022997.29.61 10.04 4.35 SPCC24B10.03GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA NA NA NP_588006.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC24B10.03), mRNA
2539889 NM_001021072.211.08 6.99 6.1 sda1 GO:0005634//nucleus;GO:0005730//nucleolusNA GO:0000055//ribosomal large subunit export from nucleus;GO:0007089//traversing start control point of mitotic cell cycle;GO:0030036//actin cytoskeleton organization;GO:0042273//ribosomal large subunit biogenesisK14856//protein SDA1NP_595163.1//SDA1 family protein (predicted) [Schizosaccharomyces pombe 972h-]putative SDA1 family protein (sda1), mRNA

NR_151036.1 NR_151036.1 6.8 6.44 30.6 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.670), miscRNA
2539936 NM_001021116.212.81 15.17 20.98 SPBC1685.05GO:0005829//cytosolGO:0004252//serine-type endopeptidase activity;GO:0008233//peptidase activityGO:0051603//proteolysis involved in cellular protein catabolic processNA NP_595209.1//serine protease (predicted) [Schizosaccharomyces pombe 972h-]putative serine protease (SPBC1685.05), mRNA
2540492 NM_001022152.215.38 14.53 3.73 est1 GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0034399//nuclear periphery;GO:0005697//telomerase holoenzyme complex;GO:0005737//cytoplasmGO:0042162//telomeric DNA binding;GO:0043047//single-stranded telomeric DNA binding;GO:0043021//ribonucleoprotein complex binding;GO:0004540//ribonuclease activity;GO:0070034//telomerase RNA bindingGO:0006406//mRNA export from nucleus;GO:0032210//regulation of telomere maintenance via telomerase;GO:0000184//nuclear-transcribed mRNA catabolic process, nonsense-mediated decay;GO:1905324//telomere-telomerase complex assembly;GO:0043487//regulation of RNA stability;GO:0032208//negative regulation of telomere maintenance via recombinationNA NP_596232.1//telomerase regulator Est1 [Schizosaccharomyces pombe 972h-]telomerase regulator Est1 (est1), mRNA
2541617 NM_001020038.412.69 11.94 6.39 omt2 GO:0031160//spore wall;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0072324//ascus epiplasm;GO:0042764//ascospore-type prospore;GO:0005680//anaphase-promoting complexGO:0008124//4-alpha-hydroxytetrahydrobiopterin dehydratase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0030437//ascospore formation;GO:0051301//cell division;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0006729//tetrahydrobiopterin biosynthetic process;GO:0007049//cell cycleK01724//4a-hydroxytetrahydrobiopterin dehydratase [EC:4.2.1.96]NP_594611.1//anaphase-promoting complex subunit Apc14 [Schizosaccharomyces pombe 972h-]putative 4-alpha-hydroxytetrahydrobiopterin dehydratase (omt2), mRNA
2543510 NM_001018606.215.77 13.42 8.5 nth1 GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005739//mitochondrionGO:0034043//5-hydroxymethyluracil DNA N-glycosylase activity;GO:0003677//DNA binding;GO:0000703//oxidized pyrimidine nucleobase lesion DNA N-glycosylase activity;GO:0046872//metal ion binding;GO:0034039//8-oxo-7,8-dihydroguanine DNA N-glycosylase activity;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0140078//class I DNA-(apurinic or apyrimidinic site) lyase activity;GO:0004519//endonuclease activity;GO:0140080//class III/IV DNA-(apurinic or apyrimidinic site) lyase activity;GO:0008534//oxidized purine nucleobase lesion DNA N-glycosylase activity;GO:0034042//5-formyluracil DNA N-glycosylase activityGO:0006285//base-excision repair, AP site formation;GO:0006296//nucleotide-excision repair, DNA incision, 5'-to lesionK10773//endonuclease III [EC:4.2.99.18]NP_593210.1//DNA endonuclease III [Schizosaccharomyces pombe 972h-]DNA endonuclease III (nth1), mRNA
2541662 NM_001019822.215.08 15.55 11.76 SPAC11G7.05cGO:0005739//mitochondrionGO:0016740//transferase activity;GO:0004314//[acyl-carrier-protein] S-malonyltransferase activityGO:0008152//metabolic process;GO:0006633//fatty acid biosynthetic processK00645//[acyl-carrier-protein] S-malonyltransferase [EC:2.3.1.39]NP_594399.1//mitochondrial [acyl-carrier protein] S-malonyltransferase Mct1 (predicted) [Schizosaccharomyces pombe 972h-]putative S-malonyltransferase Mct1 (SPAC11G7.05c), mRNA
2541698 NM_001019744.213.78 12.41 7.31 cgr1 GO:0005634//nucleus;GO:0005730//nucleolusNA GO:0051321//meiotic cell cycle;GO:0006364//rRNA processingK14822//rRNA-processing protein CGR1XP_001713091.1//sequence orphan [Schizosaccharomyces pombe 972h-]putative CGR1 family ribosome biogenesis protein (cgr1), mRNA
2542344 NM_001018311.225.85 28.94 8.78 gti1 GO:0005634//nucleus;GO:0005829//cytosolGO:0003677//DNA bindingGO:0006810//transport;GO:0007165//signal transduction;GO:0035432//positive regulation of gluconate transmembrane transportK21631 NP_592911.1//gluconate transporter inducer Gti1 [Schizosaccharomyces pombe 972h-]gluconate transporter inducer Gti1 (gti1), mRNA
2542987 NM_001020071.122.98 19.44 17.63 exg2 GO:0005783//endoplasmic reticulum;GO:0009986//cell surface;GO:1990819//actin fusion focus;GO:0031520//plasma membrane of cell tip;GO:0016021//integral component of membrane;GO:0005576//extracellular region;GO:0000935//division septumGO:0008422//beta-glucosidase activity;GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0004338//glucan exo-1,3-beta-glucosidase activityGO:0009251//glucan catabolic process;GO:0005975//carbohydrate metabolic process;GO:0031505//fungal-type cell wall organization;GO:0006073//cellular glucan metabolic process;GO:1904541//fungal-type cell wall disassembly involved in conjugation with cellular fusionK01210 NP_594643.1//glucan glucosidase exg2 [Schizosaccharomyces pombe 972h-]glucan glucosidase exg2 (exg2), partial mRNA
2539376 NM_001022897.2 14 15.77 9.23 SPCC5E4.10cGO:0005634//nucleus;GO:0005730//nucleolusNA NA K02885//large subunit ribosomal protein L19eNP_587905.2//hypothetical protein SPCC5E4.10c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC5E4.10c), mRNA
2539287 NM_001023022.316.75 16.39 3.96 SPCC1742.01GO:0070263//external side of fungal-type cell wall;GO:0005886//plasma membrane;GO:0031225//anchored component of membraneGO:0050839//cell adhesion molecule bindingGO:0007155//cell adhesion;GO:0098611//cell-cell adhesion involved in galactose-specific flocculationK19851;K22016//mucin-3/17NP_588031.3//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1742.01), mRNA
2539576 NM_001355867.1114.03 206.94 13.54 SPCC794.01cGO:0005829//cytosolGO:0050661//NADP binding;GO:0047935//glucose 1-dehydrogenase (NADP+) activity;GO:0004345//glucose-6-phosphate dehydrogenase activityGO:0006006//glucose metabolic process;GO:0006098//pentose-phosphate shuntK00036//glucose-6-phosphate 1-dehydrogenase [EC:1.1.1.49 1.1.1.363]NP_587749.1//glucose-6-phosphate 1-dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative glucose-6-phosphate 1-dehydrogenase (SPCC794.01c), mRNA
2541909 NM_001018355.215.16 13.35 8.15 SPAC227.01cGO:0000329//fungal-type vacuole membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmNA GO:0006486//protein glycosylation;GO:0015031//protein transport;GO:0006621//protein retention in ER lumenNA NP_592955.2//EXS domain-containing protein [Schizosaccharomyces pombe 972h-]EXS domain-containing protein (SPAC227.01c), mRNA

NR_150492.1 NR_150492.1 23.58 21.14 21.69 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004594//pantothenate kinase activityGO:0015937//coenzyme A biosynthetic processK09680//type II pantothenate kinase [EC:2.7.1.33]NP_596418.1//fumble family pantothenate kinase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1599), miscRNA
NR_150805.1 NR_150805.1 11.21 9.08 11.42 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.411), miscRNA
NR_149969.1 NR_149969.1 11.62 10.66 7.95 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1119), miscRNA

9406917 NM_001356018.118.09 15.67 30.17 SPAC57A7.15cNA NA NA NA XP_002742503.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC57A7.15c), mRNA
NR_150413.1 NR_150413.1 13.3 16.81 11.93 NA GO:0034990//nuclear mitotic cohesin complex;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0030892//mitotic cohesin complex;GO:0005694//chromosome;GO:0008278//cohesin complexGO:0061776//topological DNA entrapment activity;GO:0005524//ATP binding;GO:0042802//identical protein binding;GO:0003682//chromatin binding;GO:0046982//protein heterodimerization activity;GO:0061775//cohesin ATPase activity;GO:0000217//DNA secondary structure binding;GO:0003680//AT DNA bindingGO:0006302//double-strand break repair;GO:0061780//mitotic cohesin loading;GO:0051301//cell division;GO:0007064//mitotic sister chromatid cohesionK06636//structural maintenance of chromosome 1NP_596049.2//mitotic cohesin complex subunit Psm1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1525), miscRNA
NR_151026.1 NR_151026.1 15.24 16.28 11.07 NA GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0042254//ribosome biogenesis;GO:0061668//mitochondrial ribosome assemblyNA NP_592980.1//hypothetical protein SPAC2F7.09c [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.661), miscRNA

2542815 NM_001019111.214.73 16.53 14.45 pof14 GO:0005634//nucleus;GO:0042175//nuclear outer membrane-endoplasmic reticulum membrane network;GO:0005829//cytosol;GO:0005789//endoplasmic reticulum membrane;GO:0019005//SCF ubiquitin ligase complexNA GO:0006979//response to oxidative stress;GO:0032443//regulation of ergosterol biosynthetic process;GO:0034599//cellular response to oxidative stress;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic processNA NP_593679.1//F-box protein Pof14 [Schizosaccharomyces pombe 972h-]F-box protein Pof14 (pof14), mRNA
2542657 NM_001018318.28.73 9.32 5.49 mis4 GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0032116//SMC loading complex;GO:0005829//cytosol;GO:0090694//Scc2-Scc4 cohesin loading complexGO:0003682//chromatin binding;GO:0003690//double-stranded DNA bindingGO:0034184//positive regulation of maintenance of mitotic sister chromatid cohesion;GO:0061780//mitotic cohesin loading;GO:0010468//regulation of gene expression;GO:0000070//mitotic sister chromatid segregation;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0007049//cell cycle;GO:1905406//positive regulation of mitotic cohesin loadingK06672//cohesin loading factor subunit SCC2NP_592917.2//adherin, cohesin loading factor Mis4 [Schizosaccharomyces pombe 972h-]adherin Mis4 (mis4), mRNA
2541181 NM_001021252.211.32 11.04 5.33 SPBC713.05 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0045292//mRNA cis splicing, via spliceosomeK13124//mitogen-activated protein kinase organizer 1NP_595344.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (SPBC713.05), mRNA
2540047 NM_001023829.214.29 13.71 8.39 chp2 GO:1990707//nuclear subtelomeric heterochromatin;GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0031934//mating-type region heterochromatin;GO:0031618//nuclear pericentric heterochromatinGO:0031493//nucleosomal histone binding;GO:0003677//DNA bindingGO:0030466//chromatin silencing at silent mating-type cassette;GO:0006338//chromatin remodeling;GO:0000183//chromatin silencing at rDNA;GO:0006348//chromatin silencing at telomere;GO:0030702//chromatin silencing at centromereK11585//chromobox protein 1NP_596808.1//chromodomain protein 2 [Schizosaccharomyces pombe 972h-]chromodomain protein 2 (chp2), mRNA
2541854 NM_001018195.215.15 14.51 5.53 fta5 NA NA NA K01183//chitinase [EC:3.2.1.14]CVL00455.1//uncharacterized protein FMAN_09895 [Fusarium mangiferae]glycoprotein (fta5), mRNA
2543449 NM_001018950.29.08 9.64 6.83 scm3 GO:0005634//nucleus;GO:0034506//chromosome, centromeric core domain;GO:0005829//cytosol;GO:0000775//chromosome, centromeric regionGO:0042393//histone binding;GO:0003677//DNA bindingGO:0071459//protein localization to chromosome, centromeric region;GO:0034080//CENP-A containing nucleosome assembly;GO:0051382//kinetochore assemblyNA NP_593516.1//CENP-A chaperone Scm3 [Schizosaccharomyces pombe 972h-]CENP-A chaperone Scm3 (scm3), mRNA

NR_151288.1 NR_151288.1 16.72 13.84 353.57 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.901), miscRNA
NR_151023.1 NR_151023.1 9.67 8.63 28.5 NA GO:0031261//DNA replication preinitiation complex;GO:0005634//nucleus;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0000811//GINS complexNA GO:1902975//mitotic DNA replication initiationK10734//GINS complex subunit 3NP_592970.1//GINS complex subunit Psf3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.659), miscRNA

2542542 NM_001019211.212.18 13.77 24.58 rfp1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005829//cytosol;GO:0033768//SUMO-targeted ubiquitin ligase complex;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0030674//protein binding, bridging;GO:0008270//zinc ion binding;GO:0016740//transferase activity;GO:0016874//ligase activityGO:0006281//DNA repair;GO:0072583//clathrin-dependent endocytosis;GO:0051321//meiotic cell cycle;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0016192//vesicle-mediated transport;GO:0033234//negative regulation of protein sumoylationNA NP_593782.1//SUMO-targeted ubiquitin-protein ligase subunit Rfp1 [Schizosaccharomyces pombe 972h-]SUMO-targeted ubiquitin-protein ligase subunit Rfp1 (rfp1), mRNA
2539263 NM_001023042.215.04 15.85 6.34 ucp12 GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0003729//mRNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0006396//RNA processing;GO:0006397//mRNA processingK13026//ATP-dependent RNA helicase DHX57 [EC:3.6.4.13]NP_588050.1//ATP-dependent RNA helicase Ucp12 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Ucp12 (ucp12), mRNA

NR_150127.1 NR_150127.1 13.64 13.51 57.84 NA GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02969//small subunit ribosomal protein S20eXP_013023825.1//40S ribosomal protein S20 [Schizosaccharomyces cryophilus OY26]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1261), miscRNA
2542571 NM_001019474.2 8.6 7.74 3.94 med13 GO:0005634//nucleus;GO:0016592//mediator complex;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0001104//RNA polymerase II transcription cofactor activity;GO:0051119//sugar transmembrane transporter activityGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0008643//carbohydrate transport;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:1900387//negative regulation of cell-cell adhesion by negative regulation of transcription from RNA polymerase II promoterK15165 NP_594050.2//mediator complex subunit Srb9 [Schizosaccharomyces pombe 972h-]mediator complex subunit Srb9 (med13), partial mRNA
2543088 NM_001019799.210.47 9.66 5.46 SPAC323.08 GO:0000172//ribonuclease MRP complex;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0016021//integral component of membraneGO:0042134//rRNA primary transcript bindingGO:1905267//endonucleolytic cleavage involved in tRNA processing;GO:0000294//nuclear-transcribed mRNA catabolic process, endonucleolytic cleavage-dependent decay;GO:0006379//mRNA cleavage;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingK14532 NP_594378.1//ribonuclease MRP complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative ribonuclease MRP complex subunit (SPAC323.08), partial mRNA
2541421 NM_001020347.217.4 16 17.39 SPAC14C4.10cGO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0016787//hydrolase activityGO:0009134//nucleoside diphosphate catabolic processNA NP_594915.1//Nudix family hydrolase [Schizosaccharomyces pombe 972h-]Nudix family hydrolase (SPAC14C4.10c), mRNA

NR_150552.1 NR_150552.1 9.55 7.99 8.75 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1657), miscRNA
NR_149914.1 NR_149914.1 18.87 18.37 23.25 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1069), miscRNA
NR_150353.1 NR_150353.1 3.46 3.49 6.73 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005680//anaphase-promoting complexGO:0004521//endoribonuclease activity;GO:0004527//exonuclease activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0051301//cell division;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0006364//rRNA processing;GO:0007049//cell cycleK14812 NP_595754.1//anaphase-promoting complex subunit Apc13 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1468), miscRNA
NR_151055.1 NR_151055.1 13.55 16.32 69.19 NA GO:0010008//endosome membrane;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0045324//late endosome to vacuole transport;GO:0006998//nuclear envelope organizationK12196//vacuolar protein-sorting-associated protein 4NP_593086.1//AAA family ATPase Vps4 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.688), miscRNA

2543653 NM_001019560.28.07 8.33 20.29 rpc17 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005666//DNA-directed RNA polymerase III complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0000166//nucleotide bindingGO:0006384//transcription initiation from RNA polymerase III promoterNA NP_594136.1//DNA-directed RNA polymerase III complex subunit Rpc17 [Schizosaccharomyces pombe 972h-]DNA-directed RNA polymerase III complex subunit Rpc17 (rpc17), mRNA
NR_151043.1 NR_151043.1 12.55 14.46 6.86 NA GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0031965//nuclear membrane;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008565//protein transporter activity;GO:0061608//nuclear import signal receptor activity;GO:0005525//GTP binding;GO:0008139//nuclear localization sequence bindingGO:0006606//protein import into nucleusNA NP_593051.1//karyopherin Kap111 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.677), miscRNA

3361435 NM_001018705.212.49 10.92 2.98 SPAPB17E12.10cGO:0051286//cell tip;GO:0005739//mitochondrion;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0008650//rRNA (uridine-2'-O-)-methyltransferase activity;GO:0008168//methyltransferase activityGO:0031167//rRNA methylation;GO:0000959//mitochondrial RNA metabolic process;GO:0051321//meiotic cell cycleK02427//23S rRNA (uridine2552-2'-O)-methyltransferase [EC:2.1.1.166];K15508NP_001018225.1//mitochondrial 2' O-ribose methyltransferase Mrm2-like (predicted) [Schizosaccharomyces pombe 972h-]putative 2' O-ribose methyltransferase Mrm2-like protein (SPAPB17E12.10c), mRNA
NR_151146.1 NR_151146.1 12.54 11.1 33.13 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0033167//ARC complex;GO:0005737//cytoplasm;GO:0034507//chromosome, centromeric outer repeat regionGO:0008428//ribonuclease inhibitor activityGO:0051570//regulation of histone H3-K9 methylation;GO:0033168//conversion of ds siRNA to ss siRNA involved in RNA interference;GO:0031048//chromatin silencing by small RNA;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0030702//chromatin silencing at centromereNA NP_593532.1//argonaute binding protein 1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.771), miscRNA

2541536 NM_001019773.214.56 15.43 8.51 mms19 GO:0005634//nucleus;GO:0005829//cytosol;GO:0031618//nuclear pericentric heterochromatinNA GO:0097428//protein maturation by iron-sulfur cluster transfer;GO:0006281//DNA repair;GO:0006351//transcription, DNA-templatedK15075//DNA repair/transcription protein MET18/MMS19NP_594352.1//TFIIH regulator Mms19 [Schizosaccharomyces pombe 972h-]TFIIH regulator Mms19 (mms19), mRNA
2540584 NM_001021563.214.41 15.38 11.6 sfr1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005829//cytosol;GO:0032798//Swi5-Sfr1 complexGO:0003697//single-stranded DNA binding;GO:0003690//double-stranded DNA bindingGO:0007059//chromosome segregation;GO:0042148//strand invasion;GO:1990918//double-strand break repair involved in meiotic recombination;GO:0031573//intra-S DNA damage checkpoint;GO:0000724//double-strand break repair via homologous recombination;GO:0010772//meiotic DNA recombinase assembly involved in reciprocal meiotic recombination;GO:0000730//DNA recombinase assembly;GO:0010520//regulation of reciprocal meiotic recombination;GO:0043388//positive regulation of DNA bindingK10992;K14026//SEL1 proteinNP_595668.1//Swi five-dependent recombination repair protein Sfr1 [Schizosaccharomyces pombe 972h-]Swi five-dependent recombination repair protein Sfr1 (sfr1), mRNA
2538840 NM_001022771.215.15 15.11 8.3 SPCC736.07cGO:0070847//core mediator complex;GO:0016592//mediator complex;GO:0005829//cytosolGO:0001104//RNA polymerase II transcription cofactor activityGO:1990115//RNA Polymerase III assembly;GO:1990113//RNA Polymerase I assembly;GO:1990114//RNA Polymerase II core complex assembly;GO:0001731//formation of translation preinitiation complexK17560//unconventional prefoldin RPB5 interactor 1NP_587778.1//unconventional prefoldin involved in translation initiation (predicted) [Schizosaccharomyces pombe 972h-]putative prefoldin-like protein (SPCC736.07c), mRNA

NR_150626.1 NR_150626.1 5.87 6.92 24.41 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.205), miscRNA
3361502 NM_001356066.114.84 13.21 10.56 sec73 GO:0051286//cell tip;GO:0005829//cytosol;GO:0032153//cell division siteGO:0005086//ARF guanyl-nucleotide exchange factor activityGO:0006886//intracellular protein transport;GO:0032012//regulation of ARF protein signal transduction;GO:0016192//vesicle-mediated transport;GO:0006887//exocytosisK18442//brefeldin A-inhibited guanine nucleotide-exchange proteinXP_001713067.1//guanyl-nucleotide exchange factor Sec73 (predicted) [Schizosaccharomyces pombe 972h-]putative guanyl-nucleotide exchange factor Sec73 (sec73), mRNA
2541556 NM_001019543.214.68 13.64 11.66 sen1 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0035649//Nrd1 complex;GO:0000790//nuclear chromatinGO:0032575//ATP-dependent 5'-3' RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0033682//ATP-dependent 5'-3' DNA/RNA helicase activityGO:1903623//negative regulation of RNA polymerase III activity;GO:0006302//double-strand break repair;GO:0016180//snRNA processing;GO:0006369//termination of RNA polymerase II transcription;GO:0031124//mRNA 3'-end processing;GO:0043144//snoRNA processing;GO:0006364//rRNA processing;GO:0008033//tRNA processingK10706//senataxin [EC:3.6.4.-]NP_594119.1//ATP-dependent 5' to 3' DNA/RNA helicase Sen1 [Schizosaccharomyces pombe 972h-]helicase Sen1 (sen1), mRNA

NR_150472.1 NR_150472.1 6.43 0 1.95 NA GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0008375//acetylglucosaminyltransferase activity;GO:0016740//transferase activityGO:0051321//meiotic cell cycle;GO:0006487//protein N-linked glycosylationNA NP_596297.1//acetylglucosaminyltransferase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1580), miscRNA
NR_149868.1 NR_149868.1 9.6 10.03 8.9 NA GO:0005623//cell;GO:0005739//mitochondrionGO:0016209//antioxidant activity;GO:0016491//oxidoreductase activityGO:0045454//cell redox homeostasisK10903//HUS1 checkpoint proteinNP_594740.1//UPF0061 family protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1027), miscRNA
NR_149841.1 NR_149841.1 2.52 9.2 2.81 NA GO:0005783//endoplasmic reticulum;GO:0009986//cell surface;GO:1990819//actin fusion focus;GO:0031520//plasma membrane of cell tip;GO:0016021//integral component of membrane;GO:0005576//extracellular region;GO:0000935//division septumGO:0008422//beta-glucosidase activity;GO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0004338//glucan exo-1,3-beta-glucosidase activityGO:0009251//glucan catabolic process;GO:0005975//carbohydrate metabolic process;GO:0031505//fungal-type cell wall organization;GO:0006073//cellular glucan metabolic process;GO:1904541//fungal-type cell wall disassembly involved in conjugation with cellular fusionK01210 NP_594643.1//glucan glucosidase exg2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1002), miscRNA

2542188 NM_001019003.213.21 13.99 4.64 cid16 GO:0005737//cytoplasmGO:0050265//RNA uridylyltransferase activity;GO:0016779//nucleotidyltransferase activityGO:0000289//nuclear-transcribed mRNA poly(A) tail shorteningK13291//terminal uridylyltransferase [EC:2.7.7.52]NP_593571.1//poly(A) polymerase Cid16 (predicted) [Schizosaccharomyces pombe 972h-]putative poly(A) polymerase Cid16 (cid16), mRNA
2540147 NM_001021690.211.87 9.75 3.73 mug100 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0051321//meiotic cell cycleNA NP_595789.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug100 (mug100), mRNA
2542387 NM_001356047.114.04 13.11 3.73 psc3 GO:1990707//nuclear subtelomeric heterochromatin;GO:0005634//nucleus;GO:0034990//nuclear mitotic cohesin complex;GO:0031934//mating-type region heterochromatin;GO:0000794//condensed nuclear chromosome;GO:0030892//mitotic cohesin complex;GO:0031618//nuclear pericentric heterochromatinGO:0003677//DNA binding;GO:0003690//double-stranded DNA bindingGO:0061780//mitotic cohesin loading;GO:0051301//cell division;GO:0061781//mitotic cohesin unloading;GO:0007064//mitotic sister chromatid cohesionK06671//cohesin complex subunit SA-1/2XP_001713063.1//mitotic cohesin complex, non-SMC subunit Psc3 [Schizosaccharomyces pombe 972h-]mitotic cohesin complex non-SMC subunit Psc3 (psc3), mRNA

NR_150987.1 NR_150987.1 11.77 11.76 8.42 NA NA NA NA NA XP_001713035.1//hypothetical protein SPAC24B11.14 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.624), miscRNA
2539138 NM_001023258.215.8 16.58 219.98 SPCC663.06cGO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityNA K17644 NP_588268.1//short chain dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative dehydrogenase (SPCC663.06c), partial mRNA
2540307 NM_001021705.213.49 14.88 92.69 apc10 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005680//anaphase-promoting complexNA GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:1904668//positive regulation of ubiquitin protein ligase activity;GO:0051301//cell division;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0070979//protein K11-linked ubiquitination;GO:0007049//cell cycleK03357//anaphase-promoting complex subunit 10NP_595803.1//anaphase-promoting complex subunit Apc10 [Schizosaccharomyces pombe 972h-]anaphase-promoting complex subunit Apc10 (apc10), mRNA
2541105 NM_001022054.29.02 9.03 2.8 exo5 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0045145//single-stranded DNA 5'-3' exodeoxyribonuclease activityGO:0000002//mitochondrial genome maintenanceK17815//exonuclease V [EC:3.1.-.-]NP_596136.1//mitochondrial single stranded DNA specific 5'-3' exodeoxyribonuclease Exo5 (predicted) [Schizosaccharomyces pombe 972h-]putative single-strand DNA-specific 5'-3' exodeoxyribonuclease Exo5 (exo5), partial mRNA

NR_150432.1 NR_150432.1 19.47 19.55 14.82 NA GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0034975//protein folding in endoplasmic reticulumNA NP_596096.1//Sad1-UNC-like protein involved protein folding in the ER (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1543), miscRNA
NR_150383.1 NR_150383.1 6.08 3.21 3.91 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1496), miscRNA

2540764 NM_001022077.312.31 12.81 11.08 ubr1 GO:0005634//nucleus;GO:0000151//ubiquitin ligase complex;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion bindingGO:0071596//ubiquitin-dependent protein catabolic process via the N-end rule pathway;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0010620//negative regulation of transcription by transcription factor catabolism;GO:0071455//cellular response to hyperoxia;GO:1901044//protein polyubiquitination involved in nucleus-associated proteasomal ubiquitin-dependent protein catabolic process;GO:0030163//protein catabolic process;GO:1990920//proteasome localization to nuclear peripheryK10625//E3 ubiquitin-protein ligase UBR1 [EC:2.3.2.27]NP_596158.2//N-end-recognizing protein Ubr1 [Schizosaccharomyces pombe 972h-]N-end-recognizing protein Ubr1 (ubr1), mRNA
NR_151072.1 NR_151072.1 6.18 6.26 6.96 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.703), miscRNA

2542833 NM_001019080.311.71 12.64 6.73 msh1 GO:0032302//MutSbeta complex;GO:0005739//mitochondrionGO:0000406//double-strand/single-strand DNA junction binding;GO:0003684//damaged DNA binding;GO:0005524//ATP binding;GO:0030983//mismatched DNA binding;GO:0000404//heteroduplex DNA loop binding;GO:0000403//Y-form DNA binding;GO:0008094//DNA-dependent ATPase activityGO:0006298//mismatch repair;GO:0043504//mitochondrial DNA repair;GO:0043570//maintenance of DNA repeat elementsK08736//DNA mismatch repair protein MSH3;K08737//DNA mismatch repair protein MSH6NP_593649.2//MutS protein 1 [Schizosaccharomyces pombe 972h-]mismatch repair ATPase msh1 (msh1), mRNA
3361454 NM_001355985.112.7 13.75 8.06 tho2 GO:0005634//nucleus;GO:0000347//THO complex;GO:0000445//THO complex part of transcription export complexGO:0003729//mRNA binding;GO:0003677//DNA bindingGO:0006368//transcription elongation from RNA polymerase II promoter;GO:0006406//mRNA export from nucleus;GO:0006355//regulation of transcription, DNA-templated;GO:0031124//mRNA 3'-end processingK12879//THO complex subunit 2XP_001713043.1//THO complex subunit Tho2 (predicted) [Schizosaccharomyces pombe 972h-]putative THO complex subunit Tho2 (tho2), mRNA

14217889 NM_001356027.16.98 5.44 2.64 SPAC17A5.19NA NA NA NA XP_004001767.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC17A5.19), partial mRNA
2542129 NM_001019166.210.84 13.29 22.9 SPAC17G8.12GO:0051286//cell tip;GO:0005634//nucleus;GO:0032153//cell division site;GO:0000790//nuclear chromatin;GO:0051285//cell cortex of cell tip;GO:0000145//exocyst;GO:0005829//cytosol;GO:0000935//division septum;GO:0036410//Mst2 histone acetyltransferase complex;GO:0034507//chromosome, centromeric outer repeat regionGO:0046872//metal ion binding;GO:0036408//histone acetyltransferase activity (H3-K14 specific);GO:0004402//histone acetyltransferase activity;GO:0005546//phosphatidylinositol-4,5-bisphosphate bindingGO:0090522//vesicle tethering involved in exocytosis;GO:0033696//negative regulation of extent of heterochromatin assembly;GO:0031939//negative regulation of chromatin silencing at telomere;GO:0006897//endocytosis;GO:0006974//cellular response to DNA damage stimulus;GO:0051445//regulation of meiotic cell cycle;GO:1902368//heterochromatin maintenance involved in chromatin silencing at centromere outer repeat region;GO:0006887//exocytosisK11378 NP_593735.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC17G8.12), mRNA
2542041 NM_001019841.213.46 14.41 7.98 mak2 GO:0005737//cytoplasm;GO:0009365//protein histidine kinase complexGO:0000155//phosphorelay sensor kinase activity;GO:0005524//ATP bindingGO:0000160//phosphorelay signal transduction system;GO:0070994//detection of oxidative stress;GO:0034599//cellular response to oxidative stress;GO:0032874//positive regulation of stress-activated MAPK cascadeK19691 NP_594410.1//histidine kinase Mak2 [Schizosaccharomyces pombe 972h-]histidine kinase Mak2 (mak2), mRNA

NR_150584.1 NR_150584.1 20.95 24.64 18.23 NA GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0031902//late endosome membrane;GO:0016021//integral component of membraneGO:0005048//signal sequence binding;GO:0000166//nucleotide bindingGO:0006896//Golgi to vacuole transport;GO:0006623//protein targeting to vacuole;GO:0006895//Golgi to endosome transport;GO:0015031//protein transportNA NP_596804.1//vacuolar protein sorting receptor vps10 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1687), miscRNA
2539714 NM_001022649.110.85 10.71 5.41 SPBC1861.07GO:0000113//nucleotide-excision repair factor 4 complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0031463//Cul3-RING ubiquitin ligase complex;GO:0070449//elongin complexGO:0004842//ubiquitin-protein transferase activityGO:0034243//regulation of transcription elongation from RNA polymerase II promoter;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0070911//global genome nucleotide-excision repair;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic processK03872//transcription elongation factor B, polypeptide 1NP_596724.1//elongin C (predicted) [Schizosaccharomyces pombe 972h-]putative elongin C (SPBC1861.07), partial mRNA

NR_151298.1 NR_151298.1 11.59 11.1 5.92 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.910), miscRNA
2541382 NM_001022457.212.6 11.96 6.92 SPBP8B7.29 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046820//4-amino-4-deoxychorismate synthase activityGO:0006541//glutamine metabolic process;GO:0009058//biosynthetic process;GO:0046654//tetrahydrofolate biosynthetic process;GO:0046656//folic acid biosynthetic process;GO:0008153//para-aminobenzoic acid biosynthetic processK13950 NP_596536.1//para-aminobenzoate synthase (predicted) [Schizosaccharomyces pombe 972h-]putative para-aminobenzoate synthase (SPBP8B7.29), mRNA
2541325 NM_001022103.135.18 39.99 29.71 SPBP4H10.10GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0004252//serine-type endopeptidase activityNA K09650//rhomboid-like protein [EC:3.4.21.105]NP_596184.1//rhomboid family protease [Schizosaccharomyces pombe 972h-]rhomboid family protease (SPBP4H10.10), partial mRNA
2539347 NM_001022837.210.69 10.05 39.32 wtf9 GO:0005774//vacuolar membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0075297//negative regulation of ascospore formationNA NP_587844.1//wtf element Wtf9 [Schizosaccharomyces pombe 972h-]wtf element Wtf9 (wtf9), mRNA

NR_151387.1 NR_151387.1 7.38 4.79 2.05 NA GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0034066//RIC1-RGP1 guanyl-nucleotide exchange factor complex;GO:0032045//guanyl-nucleotide exchange factor complex;GO:0000139//Golgi membraneGO:0017112//Rab guanyl-nucleotide exchange factor activity;GO:0017137//Rab GTPase bindingGO:0006886//intracellular protein transport;GO:0007264//small GTPase mediated signal transduction;GO:0042147//retrograde transport, endosome to Golgi;GO:0016192//vesicle-mediated transport;GO:1904515//positive regulation of TORC2 signalingK20361;K20476//RAB6A-GEF complex partner protein 1NP_594608.1//GRIP domain protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.992), miscRNA
2540663 NM_001022636.221.43 25.8 39.32 mug147 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0051321//meiotic cell cycleNA NP_596711.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug147 (mug147), partial mRNA
2541769 NM_001355987.110.2 10.31 2.9 alp41 GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0003824//catalytic activityGO:0008152//metabolic process;GO:0051321//meiotic cell cycleK07943//ADP-ribosylation factor-like protein 2Q09773.2//RecName: Full=Meiotically up-regulated gene 62 proteinADP-ribosylation factor Alp41 (alp41), mRNA

NR_149958.1 NR_149958.1 9.28 12.57 13.69 NA GO:0005634//nucleusNA GO:0051321//meiotic cell cycleNA NP_587704.1//cell surface glycoprotein (predicted), DUF1773 family protein 3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1109), miscRNA
2541484 NM_001019978.251.06 31.63 27.46 SPAC23D3.12GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0005315//inorganic phosphate transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0035435//phosphate ion transmembrane transportK08176//MFS transporter, PHS family, inorganic phosphate transporterNP_594549.1//inorganic phosphate transporter (predicted) [Schizosaccharomyces pombe 972h-]putative inorganic phosphate transporter (SPAC23D3.12), mRNA
2539051 NM_001022886.221.7 26.05 27.7 SPCC1183.11GO:0005783//endoplasmic reticulum;GO:0097038//perinuclear endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0005509//calcium ion binding;GO:0015275//stretch-activated, cation-selective, calcium channel activityGO:0070588//calcium ion transmembrane transport;GO:0006884//cell volume homeostasis;GO:0006874//cellular calcium ion homeostasisK22048 NP_587894.1//MS ion channel protein 1 (predicted) [Schizosaccharomyces pombe 972h-]putative MS ion channel protein 1 (SPCC1183.11), mRNA
2543400 NM_001019502.210.16 11.17 30.16 SPAC3G9.11cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellularGO:0016831//carboxy-lyase activity;GO:0004737//pyruvate decarboxylase activity;GO:0000287//magnesium ion binding;GO:0030976//thiamine pyrophosphate binding;GO:0047433//branched-chain-2-oxoacid decarboxylase activityGO:0006067//ethanol metabolic process;GO:0006090//pyruvate metabolic process;GO:0006091//generation of precursor metabolites and energy;GO:0000949//aromatic amino acid family catabolic process to alcohol via Ehrlich pathway;GO:0006569//tryptophan catabolic process;GO:0006559//L-phenylalanine catabolic processK01568//pyruvate decarboxylase [EC:4.1.1.1]NP_594083.1//pyruvate decarboxylase (predicted) [Schizosaccharomyces pombe 972h-]putative pyruvate decarboxylase (SPAC3G9.11c), mRNA
2541971 NM_001019962.28.19 7.42 5.92 SPAC27F1.05cGO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0008453//alanine-glyoxylate transaminase activity;GO:0042802//identical protein binding;GO:0008483//transaminase activity;GO:0030170//pyridoxal phosphate bindingNA K00819//ornithine--oxo-acid transaminase [EC:2.6.1.13];K00818//acetylornithine aminotransferase [EC:2.6.1.11]NP_594533.1//aminotransferase [Schizosaccharomyces pombe 972h-]aminotransferase (SPAC27F1.05c), mRNA
2539858 NM_001021689.213.97 13.16 8.7 uvi31 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005737//cytoplasmGO:0003838//sterol 24-C-methyltransferase activity;GO:0008757//S-adenosylmethionine-dependent methyltransferase activityGO:0006696//ergosterol biosynthetic process;GO:0032259//methylationK00559//sterol 24-C-methyltransferase [EC:2.1.1.41]NP_595787.1//sterol 24-C-methyltransferase Erg6 [Schizosaccharomyces pombe 972h-]BolA domain-containing protein Uvi31 (uvi31), mRNA
2540918 NM_001021010.18.95 8.5 8.65 whi5 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0033309//SBF transcription complexGO:0001191//transcriptional repressor activity, RNA polymerase II transcription factor binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0051321//meiotic cell cycle;GO:0006351//transcription, DNA-templatedNA NP_595103.1//cell cycle transcriptional repressor Whi5 (predicted) [Schizosaccharomyces pombe 972h-]putative cell cycle transcriptional repressor Whi5 (whi5), partial mRNA

NR_150586.1 NR_150586.1 8.93 9.31 24.58 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1689), miscRNA
2539423 NM_001023263.212.21 11 6.22 cid12 GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0032153//cell division site;GO:0031380//nuclear RNA-directed RNA polymerase complex;GO:0034507//chromosome, centromeric outer repeat regionGO:0022857//transmembrane transporter activityGO:0031048//chromatin silencing by small RNA;GO:0055085//transmembrane transport;GO:1990141//chromatin silencing at centromere outer repeat region;GO:1990758//mitotic sister chromatid biorientation;GO:0009272//fungal-type cell wall biogenesisK12596;K03514//non-canonical poly(A) RNA polymerase PAPD5/7 [EC:2.7.7.19];K11700NP_588275.1//TRP-like ion channel (predicted) [Schizosaccharomyces pombe 972h-]poly(A) polymerase Cid12 (cid12), mRNA
2541688 NM_001019953.27.31 7.64 17.45 rec10 GO:0005634//nucleus;GO:0071686//horsetail nucleus;GO:0030998//linear element;GO:0000790//nuclear chromatinNA GO:0007131//reciprocal meiotic recombination;GO:0042138//meiotic DNA double-strand break formationNA NP_594524.1//meiotic recombination protein Rec10 [Schizosaccharomyces pombe 972h-]meiotic recombination protein Rec10 (rec10), mRNA
2540203 NM_001022552.212.36 10.1 12.08 SPBC1604.09cGO:0005634//nucleus;GO:0005730//nucleolusGO:0008408//3'-5' exonuclease activity;GO:0003676//nucleic acid bindingGO:0000027//ribosomal large subunit assembly;GO:0006364//rRNA processingK18327//RNA exonuclease 4 [EC:3.1.-.-]NP_596631.1//exoribonuclease Rex4 (predicted) [Schizosaccharomyces pombe 972h-]putative exoribonuclease Rex4 (SPBC1604.09c), mRNA

NR_149877.1 NR_149877.1 9.69 9.57 13.78 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1035), miscRNA
NR_150317.1 NR_150317.1 7.43 10.29 4.9 NA GO:0005768//endosome;GO:0005634//nucleus;GO:0005829//cytosolNA GO:0007034//vacuolar transport;GO:0016192//vesicle-mediated transportK11551 NP_595607.1//conserved fungal protein, involved in endocytic trafficking (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1434), miscRNA

2541568 NM_001018206.26.54 6.15 4.49 SPAC11D3.09GO:0005783//endoplasmic reticulumGO:0008783//agmatinase activity;GO:0046872//metal ion binding;GO:0016813//hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amidinesGO:0006520//cellular amino acid metabolic processK01480//agmatinase [EC:3.5.3.11]NP_592806.1//agmatinase (predicted) [Schizosaccharomyces pombe 972h-]putative agmatinase (SPAC11D3.09), mRNA
NR_150026.1 NR_150026.1 14.74 17.09 2.81 NA GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0032221//Rpd3S complex;GO:1990483//Clr6 histone deacetylase complex I'';GO:0070210//Rpd3L-Expanded complexNA GO:0006342//chromatin silencing;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0016575//histone deacetylationNA NP_588063.1//transcriptional regulatory protein Rxt3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1170), miscRNA
NR_150670.1 NR_150670.1 6.66 7.94 17.32 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.257), miscRNA

2540044 NM_001022209.219.21 18.2 10.45 spo6 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0031431//Dbf4-dependent protein kinase complexGO:0016301//kinase activity;GO:0019887//protein kinase regulator activity;GO:0043539//protein serine/threonine kinase activator activity;GO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingGO:0033314//mitotic DNA replication checkpoint;GO:0043392//negative regulation of DNA binding;GO:0007165//signal transduction;GO:0030437//ascospore formation;GO:1903468//positive regulation of DNA replication initiation;GO:0007135//meiosis IIK02309 NP_596287.1//Spo4-Spo6 kinase complex regulatory subunit Spo6 [Schizosaccharomyces pombe 972h-]Spo4-Spo6 kinase complex regulatory subunit Spo6 (spo6), mRNA
2541594 NM_001019520.2 9.9 10.05 8.15 SPAC1486.08GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0031966//mitochondrial membrane;GO:0005739//mitochondrionNA GO:0033617//mitochondrial respiratory chain complex IV assemblyK18182//cytochrome c oxidase assembly protein subunit 16NP_594096.1//mitochondrial inner membrane protein involved in cytochrome c oxidase assembly Cox16 (predicted) [Schizosaccharomyces pombe 972h-]putative cytochrome c oxidase assembly protein Cox16 (SPAC1486.08), mRNA
2540106 NM_001356252.114.57 17.06 9.55 rev7 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016035//zeta DNA polymerase complex;GO:0005739//mitochondrion;GO:0043596//nuclear replication forkNA GO:0042276//error-prone translesion synthesis;GO:0070987//error-free translesion synthesis;GO:0006281//DNA repair;GO:0043504//mitochondrial DNA repairK13728//mitotic spindle assembly checkpoint protein MAD2BXP_001713135.1//DNA polymerase zeta Rev7 (predicted) [Schizosaccharomyces pombe 972h-]putative DNA polymerase zeta Rev7 (rev7), mRNA
2542486 NM_001020202.211.03 13.2 4.41 yip11 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0005829//cytosolNA GO:0000387//spliceosomal snRNP assemblyK13130//gem associated protein 2NP_594775.1//SMN family protein Yip11 [Schizosaccharomyces pombe 972h-]SMN family protein Yip11 (yip11), partial mRNA

NR_150336.1 NR_150336.1 6.51 8.95 9.1 NA GO:0071006//U2-type catalytic step 1 spliceosome;GO:0005681//spliceosomal complex;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0000349//generation of catalytic spliceosome for first transesterification step;GO:0000398//mRNA splicing, via spliceosomeK12813//pre-mRNA-splicing factor ATP-dependent RNA helicase DHX16 [EC:3.6.4.13]NP_595686.2//ATP-dependent RNA helicase Cdc28 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1451), miscRNA
2543364 NM_001019402.219.62 20.19 17.67 SPAC513.02 GO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activity;GO:0003824//catalytic activityGO:0008152//metabolic processNA NP_593976.1//phosphoglycerate mutase family [Schizosaccharomyces pombe 972h-]phosphoglycerate mutase family (SPAC513.02), mRNA

NR_149832.1 NR_149832.1 13.76 9.74 17.72 NA GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005737//cytoplasmNA NA NA NP_592934.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA, poly(A)-bearing (predicted) (prl5), miscRNA
2540187 NM_001021057.28.23 10.76 97.42 pof13 GO:0000151//ubiquitin ligase complex;GO:0005829//cytosolGO:0030674//protein binding, bridgingGO:0006511//ubiquitin-dependent protein catabolic process;GO:0016567//protein ubiquitinationNA NP_595149.1//F-box protein Pof13 [Schizosaccharomyces pombe 972h-]F-box protein Pof13 (pof13), mRNA
3361433 NM_001356137.118.25 21.93 9.59 stp1 GO:0005634//nucleus;GO:0005829//cytosolGO:0004726//non-membrane spanning protein tyrosine phosphatase activity;GO:0003993//acid phosphatase activity;GO:0004725//protein tyrosine phosphatase activityNA K14394//low molecular weight phosphotyrosine protein phosphatase [EC:3.1.3.2 3.1.3.48]XP_001713094.1//dual specificity phosphatase Stp1 [Schizosaccharomyces pombe 972h-]dual-specificity phosphatase Stp1 (stp1), mRNA
2543576 NM_001019246.26.46 5.02 3.91 myp2 GO:0016459//myosin complex;GO:0031097//medial cortex;GO:0005739//mitochondrion;GO:0016460//myosin II complex;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0051015//actin filament binding;GO:0003779//actin binding;GO:0005524//ATP binding;GO:0003774//motor activityGO:1903475//mitotic actomyosin contractile ring assembly;GO:0000281//mitotic cytokinesis;GO:1902404//mitotic actomyosin contractile ring contraction;GO:0090561//nuclear migration during mitotic telophaseK10352//myosin heavy chainNP_593816.1//myosin II heavy chain Myo3 [Schizosaccharomyces pombe 972h-]Myo3-like myosin II heavy chain myp2 (myp2), mRNA
2539094 NM_001022697.2 9 8.93 7.43 rhp7 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0000109//nucleotide-excision repair complexNA GO:0006289//nucleotide-excision repairK15082 NP_587702.1//DNA repair protein [Schizosaccharomyces pombe 972h-]DNA repair protein (rhp7), mRNA

NR_149844.1 NR_149844.1 9.76 3.15 11.23 NA GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activityGO:0010501//RNA secondary structure unwinding;GO:0006364//rRNA processingK14776//ATP-dependent RNA helicase DDX10/DBP4 [EC:3.6.4.13]NP_594652.1//ATP-dependent RNA helicase Hca4 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1005), miscRNA
NR_151339.1 NR_151339.1 7.56 7.61 9.04 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0035657//eRF1 methyltransferase complexGO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0036009//protein-glutamine N-methyltransferase activity;GO:0008276//protein methyltransferase activity;GO:0003676//nucleic acid bindingGO:0018364//peptidyl-glutamine methylation;GO:0006417//regulation of translation;GO:0002184//cytoplasmic translational terminationK19589//release factor glutamine methyltransferase [EC:2.1.1.297]NP_594375.1//protein methyltransferase Mtq2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.948), miscRNA
NR_150239.1 NR_150239.1 17.26 13.66 9.98 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0005525//GTP binding;GO:0016887//ATPase activityNA K06942//ribosome-binding ATPaseNP_595193.1//Obg-like ATPase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1363), miscRNA

2542297 NM_001019008.2 3.1 3.45 6 SPAC17H9.06cGO:0005634//nucleusNA NA K11294//nucleolinNP_593576.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC17H9.06c), mRNA
NR_149897.1 NR_149897.1 9.92 9.88 14.02 NA GO:0005829//cytosolNA NA NA NP_588570.2//cell surface glycoprotein (predicted), DUF1773 family protein 4 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1053), miscRNA

2538958 NM_001023014.110.59 9.69 5.91 SPCC24B10.20GO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityNA K17644 NP_588023.1//short chain dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative dehydrogenase (SPCC24B10.20), partial mRNA
2538783 NM_001023299.213.79 9.98 22.3 SPCC1450.10cGO:0016020//membrane;GO:0005634//nucleus;GO:0005829//cytosolGO:0008901//ferredoxin hydrogenase activity;GO:0046872//metal ion binding;GO:0003954//NADH dehydrogenase activity;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0051536//iron-sulfur cluster bindingGO:0016226//iron-sulfur cluster assemblyNA NP_588309.1//iron hydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative iron hydrogenase (SPCC1450.10c), mRNA
2542746 NM_001018997.210.8 9.55 6.6 sid1 GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0032153//cell division siteGO:0016787//hydrolase activity;GO:0004439//phosphatidylinositol-4,5-bisphosphate 5-phosphatase activityGO:0048017//inositol lipid-mediated signaling;GO:0006897//endocytosis;GO:0046856//phosphatidylinositol dephosphorylationK08838//serine/threonine-protein kinase 24/25/MST4 [EC:2.7.11.1]NP_593565.1//inositol polyphosphate phosphatase (predicted) [Schizosaccharomyces pombe 972h-]PAK-like GC kinase Sid1 (sid1), mRNA
2543685 NM_001019035.211.93 10.68 5.87 rhp55 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0033062//Rhp55-Rhp57 complex;GO:0005829//cytosol;GO:0033063//Rad51B-Rad51C-Rad51D-XRCC2 complex;GO:0005657//replication forkGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0033170//protein-DNA loading ATPase activity;GO:0003690//double-stranded DNA binding;GO:0000150//recombinase activity;GO:0003697//single-stranded DNA binding;GO:0008094//DNA-dependent ATPase activity;GO:0000400//four-way junction DNA bindingGO:0006281//DNA repair;GO:0010212//response to ionizing radiation;GO:0042148//strand invasion;GO:0000709//meiotic joint molecule formation;GO:0007131//reciprocal meiotic recombination;GO:0000707//meiotic DNA recombinase assembly;GO:0006312//mitotic recombination;GO:0000724//double-strand break repair via homologous recombination;GO:0006974//cellular response to DNA damage stimulus;GO:0000730//DNA recombinase assembly;GO:0010520//regulation of reciprocal meiotic recombinationNA NP_593604.1//RecA family ATPase Rhp55 [Schizosaccharomyces pombe 972h-]RecA family ATPase Rhp55 (rhp55), mRNA
2543244 NM_001019191.28.79 10.48 12.89 rrg9 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionNA GO:0000002//mitochondrial genome maintenanceNA NP_593761.2//mitochondrial genome maintenance protein Rrg9 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Rrg9 (rrg9), mRNA

NR_151045.1 NR_151045.1 7.47 6.91 3.47 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.679), miscRNA
NR_151270.1 NR_151270.1 10.07 9.85 6.55 NA GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_594048.2//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.885), miscRNA
NR_150251.1 NR_150251.1 11.06 10.05 6.75 NA GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005524//ATP binding;GO:0019829//cation-transporting ATPase activity;GO:0005388//calcium-transporting ATPase activity;GO:0008556//potassium-transporting ATPase activityGO:0097623//potassium ion export across plasma membrane;GO:0070588//calcium ion transmembrane transport;GO:0051208//sequestering of calcium ionK01536 NP_595246.1//P-type ATPase, calcium transporting Cta3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1374), miscRNA
NR_150978.1 NR_150978.1 6.76 3.53 4.09 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0008375//acetylglucosaminyltransferase activity;GO:0016757//transferase activity, transferring glycosyl groups;GO:0016740//transferase activityGO:0006487//protein N-linked glycosylationNA NP_592825.1//acetylglucosaminyltransferase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.616), miscRNA
NR_150463.1 NR_150463.1 6.99 8.87 10.13 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1572), miscRNA

2542368 NM_001019093.2 9.8 7.87 7.45 atg12 GO:0005634//nucleus;GO:0005829//cytosol;GO:0034274//Atg12-Atg5-Atg16 complex;GO:0034045//phagophore assembly site membraneGO:0031386//protein tag;GO:0019776//Atg8 ligase activityGO:0006501//C-terminal protein lipidation;GO:0044804//autophagy of nucleus;GO:0006914//autophagy;GO:0015031//protein transport;GO:0000045//autophagosome assembly;GO:0016236//macroautophagy;GO:0000422//autophagy of mitochondrionK08336//ubiquitin-like protein ATG12NP_593661.1//autophagy associated ubiquitin-like modifier Atg12 [Schizosaccharomyces pombe 972h-]autophagy-associated ubiquitin-like modifier Atg12 (atg12), mRNA
2538830 NM_001022962.212.95 11.53 6.96 SPCC1393.13GO:0005634//nucleus;GO:0005829//cytosolGO:0008983//protein-glutamate O-methyltransferase activity;GO:0016791//phosphatase activityNA K06997//PLP dependent proteinNP_587971.1//DUF89 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1393.13), mRNA
2543329 NM_001018613.26.45 6.4 5.74 SPAC56F8.02GO:0072686//mitotic spindle;GO:0032153//cell division siteGO:0003824//catalytic activityGO:0008152//metabolic processNA XP_013016135.1//AMP binding enzyme [Schizosaccharomyces octosporus yFS286]putative AMP binding enzyme (SPAC56F8.02), mRNA
2538975 NM_001022906.211.31 15.17 6.31 SPCC16C4.05GO:0000172//ribonuclease MRP complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005655//nucleolar ribonuclease P complexNA GO:0034965//intronic box C/D snoRNA processing;GO:1905267//endonucleolytic cleavage involved in tRNA processing;GO:0000294//nuclear-transcribed mRNA catabolic process, endonucleolytic cleavage-dependent decay;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processing;GO:0008033//tRNA processingK14522 NP_587915.1//RNase P and RNase MRP subunit (predicted) [Schizosaccharomyces pombe 972h-]putative Rnase P/MRP subunit (SPCC16C4.05), mRNA

NR_151362.1 NR_151362.1 7.48 7.66 9.61 NA GO:0005730//nucleolusGO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingNA K17578//zinc finger CCHC domain-containing protein 9NP_594481.1//zf-CCHC type zinc finger protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.969), miscRNA
2543670 NM_001019556.210.02 9.49 3.24 eme1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0000790//nuclear chromatin;GO:0048476//Holliday junction resolvase complexGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0047389//glycerophosphocholine phosphodiesterase activity;GO:0008889//glycerophosphodiester phosphodiesterase activity;GO:0008821//crossover junction endodeoxyribonuclease activityGO:0000712//resolution of meiotic recombination intermediates;GO:0030643//cellular phosphate ion homeostasis;GO:0046475//glycerophospholipid catabolic process;GO:0006302//double-strand break repair;GO:0031573//intra-S DNA damage checkpoint;GO:0000709//meiotic joint molecule formation;GO:0007131//reciprocal meiotic recombination;GO:0031297//replication fork processing;GO:0000737//DNA catabolic process, endonucleolyticK18696;K10882//crossover junction endonuclease EME1 [EC:3.1.22.-]NP_594132.2//Holliday junction resolvase subunit Eme1 [Schizosaccharomyces pombe 972h-]Holliday junction resolvase subunit Eme1 (eme1), mRNA
2541628 NM_001018969.27.73 6.78 2.51 pds5 GO:0034990//nuclear mitotic cohesin complex;GO:0000794//condensed nuclear chromosome;GO:0000785//chromatin;GO:0090695//Wpl/Pds5 cohesin loading/unloading complex;GO:0000775//chromosome, centromeric regionGO:0003677//DNA bindingGO:0071459//protein localization to chromosome, centromeric region;GO:0071168//protein localization to chromatin;GO:0006281//DNA repair;GO:0051455//attachment of spindle microtubules to kinetochore involved in homologous chromosome segregation;GO:1905412//negative regulation of mitotic cohesin loading;GO:1905411//positive regulation of mitotic cohesin unloading;GO:2000817//regulation of histone H3-T3 phosphorylation involved in chromosome passenger complex localization to kinetochore;GO:0034501//protein localization to kinetochore;GO:0051301//cell division;GO:0007064//mitotic sister chromatid cohesionK11267//sister chromatid cohesion protein PDS5NP_593535.1//cohesin-associated protein Pds5 [Schizosaccharomyces pombe 972h-]cohesin-associated protein Pds5 (pds5), mRNA

NR_150261.1 NR_150261.1 10.88 5.77 9.7 NA GO:0005794//Golgi apparatus;GO:0005796//Golgi lumenNA GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK20361 NP_595293.1//Golgi matrix protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1383), miscRNA
2542824 NM_001020103.28.02 7.79 5.33 srw1 GO:0005634//nucleus;GO:0043234//protein complex;GO:0005737//cytoplasm;GO:0005680//anaphase-promoting complexGO:0097027//ubiquitin-protein transferase activator activity;GO:0010997//anaphase-promoting complex binding;GO:1990757//ubiquitin ligase activator activity;GO:0030332//cyclin bindingGO:1904668//positive regulation of ubiquitin protein ligase activity;GO:1902426//deactivation of mitotic spindle assembly checkpoint;GO:2000060//positive regulation of protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0010697//negative regulation of spindle pole body separation;GO:0071851//mitotic G1 cell cycle arrest in response to nitrogen starvation;GO:1905786//positive regulation of anaphase-promoting complex-dependent catabolic processK03364//cell division cycle 20-like protein 1, cofactor of APC complexNP_594674.1//CDK inhibitor Srw1 [Schizosaccharomyces pombe 972h-]CDK inhibitor Srw1 (srw1), mRNA

NR_150245.1 NR_150245.1 11.61 10.83 4.65 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1369), miscRNA
2539656 NM_001022560.39.31 9.43 20.41 mug158 GO:0005788//endoplasmic reticulum lumen;GO:0005634//nucleus;GO:0005829//cytosolGO:0052706//histidine N-methyltransferase activity;GO:0044876//hercynylselenocysteine synthase;GO:0005509//calcium ion binding;GO:0004497//monooxygenase activity;GO:0030745//dimethylhistidine N-methyltransferase activity;GO:0061686//hercynylcysteine sulfoxide synthaseGO:0052699//ergothioneine biosynthetic process;GO:1903255//hercynylselenocysteine biosynthetic process;GO:1903253//hercynylcysteine sulfoxide biosynthetic process;GO:1903257//selenoneine biosynthetic process;GO:0051321//meiotic cell cycle;GO:0052707//N-alpha,N-alpha,N-alpha-trimethyl-L-histidine biosynthesis from histidineK20246 NP_596639.2//sulfatase modifying factor 1-like protein [Schizosaccharomyces pombe 972h-]sulfatase modifying factor 1-like protein (mug158), mRNA
2539785 NM_001355789.18.73 7 5.98 SPBC1773.16cGO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005730//nucleolus;GO:0016021//integral component of membrane;GO:0000790//nuclear chromatinGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK09241 NP_595131.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPBC1773.16c), mRNA
2540515 NM_001021965.211.98 13.33 41.42 SPBC29A10.09cGO:0005788//endoplasmic reticulum lumen;GO:0005783//endoplasmic reticulum;GO:0051286//cell tip;GO:0031362//anchored component of external side of plasma membrane;GO:0071944//cell periphery;GO:0031225//anchored component of membrane;GO:0000936//primary cell septum;GO:0009277//fungal-type cell wall;GO:0030427//site of polarized growth;GO:0043188//cell septum edging;GO:0005576//extracellular region;GO:0005886//plasma membraneGO:0003723//RNA binding;GO:0042124//1,3-beta-glucanosyltransferase activity;GO:0000175//3'-5'-exoribonuclease activityGO:0070924//heterochromatin assembly involved in chromatin silencing by small RNA;GO:0071970//fungal-type cell wall (1->3)-beta-D-glucan biosynthetic process;GO:0006074//(1->3)-beta-D-glucan metabolic process;GO:0031505//fungal-type cell wall organization;GO:0043628//ncRNA 3'-end processingK01148//poly(A)-specific ribonuclease [EC:3.1.13.4]BAA13796.1//unnamed protein product, partial [Schizosaccharomyces pombe]putative CAF1 family ribonuclease (SPBC29A10.09c), mRNA
3361460 NM_001356120.18.95 9.83 17.61 bsu1 GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0031927//pyridoxamine transmembrane transporter activity;GO:0031928//pyridoxine transmembrane transporter activity;GO:0031925//pyridoxal transmembrane transporter activity;GO:0015234//thiamine transmembrane transporter activityGO:1903090//pyridoxal transmembrane transport;GO:0055085//transmembrane transport;GO:0071934//thiamine transmembrane transport;GO:1903092//pyridoxine transmembrane transport;GO:1903091//pyridoxamine transmembrane transportK08158;K08157XP_001713084.1//high-affinity import carrier for pyridoxine, pyridoxal, and pyridoxamine Bsu1 [Schizosaccharomyces pombe 972h-]vitatmin B6 import carrier Bsu1 (bsu1), mRNA
2543053 NM_001018663.26.81 6.49 17.2 SPAC10F6.15GO:0000329//fungal-type vacuole membrane;GO:0005938//cell cortex;GO:0005794//Golgi apparatus;GO:0005739//mitochondrionNA GO:0051321//meiotic cell cycleNA NP_593266.1//hypothetical protein SPAC10F6.15 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC10F6.15), mRNA
2538800 NM_001023124.210.19 10.96 9.83 kap113 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0008536//Ran GTPase binding;GO:0008565//protein transporter activity;GO:0061608//nuclear import signal receptor activityGO:0006886//intracellular protein transport;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0006606//protein import into nucleus;GO:0042991//transcription factor import into nucleusK18423//exportin-2 (importin alpha re-exporter)NP_588134.1//karyopherin Kap113 [Schizosaccharomyces pombe 972h-]karyopherin Kap113 (kap113), mRNA
2539437 NM_001023105.213.35 14.92 3.23 rgf3 GO:0005829//cytosol;GO:0030428//cell septum;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0005089//Rho guanyl-nucleotide exchange factor activityGO:0030994//primary cell septum disassembly;GO:0010590//regulation of cell separation after cytokinesis;GO:0035023//regulation of Rho protein signal transduction;GO:0051666//actin cortical patch localization;GO:0000917//division septum assembly;GO:0090334//regulation of cell wall (1->3)-beta-D-glucan biosynthetic processK19842 NP_588115.1//RhoGEF Rgf3 [Schizosaccharomyces pombe 972h-]RhoGEF Rgf3 (rgf3), mRNA

NR_150446.1 NR_150446.1 11.85 12.57 15.93 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1556), miscRNA
NR_149870.1 NR_149870.1 9.3 10.59 10.58 NA GO:0016021//integral component of membraneNA GO:0051321//meiotic cell cycleNA NP_594751.2//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1029), miscRNA

2542007 NM_001019058.29.76 9.75 8.94 rhp57 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0033062//Rhp55-Rhp57 complex;GO:0005829//cytosol;GO:0033063//Rad51B-Rad51C-Rad51D-XRCC2 complex;GO:0005657//replication forkGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0033170//protein-DNA loading ATPase activity;GO:0003690//double-stranded DNA binding;GO:0000150//recombinase activity;GO:0003697//single-stranded DNA binding;GO:0008094//DNA-dependent ATPase activity;GO:0000400//four-way junction DNA bindingGO:0042148//strand invasion;GO:0010212//response to ionizing radiation;GO:0007131//reciprocal meiotic recombination;GO:0006312//mitotic recombination;GO:0000707//meiotic DNA recombinase assembly;GO:0000724//double-strand break repair via homologous recombination;GO:0000730//DNA recombinase assemblyK10958 NP_593627.1//RecA family ATPase Rhp57 [Schizosaccharomyces pombe 972h-]RecA family ATPase Rhp57 (rhp57), mRNA
2540370 NM_001021452.217.87 15.33 7.72 SPBC27B12.09cGO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0032592//integral component of mitochondrial membraneGO:0008517//folic acid transmembrane transporter activity;GO:0015230//FAD transmembrane transporter activityGO:1990548//mitochondrial FAD transmembrane transport;GO:0015883//FAD transport;GO:0006839//mitochondrial transportK15115//solute carrier family 25 (mitochondrial folate transporter), member 32NP_595541.1//mitochondrial FAD transporter (predicted) [Schizosaccharomyces pombe 972h-]putative FAD transporter (SPBC27B12.09c), mRNA

NR_149880.1 NR_149880.1 6.56 7.04 37.33 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1038), miscRNA
2540473 NM_001022196.212.74 13.46 10.34 tor1 GO:0031932//TORC2 complex;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0044877//macromolecular complex bindingGO:0038203//TORC2 signaling;GO:0071470//cellular response to osmotic stress;GO:0006281//DNA repair;GO:0038202//TORC1 signaling;GO:0051321//meiotic cell cycle;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0071851//mitotic G1 cell cycle arrest in response to nitrogen starvation;GO:0031142//induction of conjugation upon nitrogen starvationK07203//serine/threonine-protein kinase mTOR [EC:2.7.11.1]NP_596275.1//phosphatidylinositol kinase Tor1 [Schizosaccharomyces pombe 972h-]phosphatidylinositol kinase Tor1 (tor1), mRNA
2541880 NM_001019173.18.33 9.19 23.9 SPAC22H10.06cNA NA NA NA NP_593742.1//hypothetical protein SPAC22H10.06c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC22H10.06c), partial mRNA
2543654 NM_001019761.210.4 10.61 10.13 SPAC4H3.04cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0032886//regulation of microtubule-based processK06990//MEMO1 family proteinNP_594340.1//UPF0103 family [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC4H3.04c), mRNA

NR_150327.1 NR_150327.1 16.66 20.18 70.43 NA NA NA NA NA KGO67947.1//hypothetical protein PITC_029160 [Penicillium italicum]intergenic RNA (predicted) (SPNCRNA.1443), miscRNA
3361388 NM_001355973.1 8.5 7.72 11.31 SPAC18B11.11GO:0033596//TSC1-TSC2 complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0032153//cell division site;GO:0005737//cytoplasmGO:0005096//GTPase activator activityGO:1905534//positive regulation of leucine import across plasma membrane;GO:1905589//positive regulation of L-arginine import across plasma membrane;GO:1904262//negative regulation of TORC1 signaling;GO:2000134//negative regulation of G1/S transition of mitotic cell cycle;GO:0032091//negative regulation of protein binding;GO:0007264//small GTPase mediated signal transduction;GO:0034613//cellular protein localization;GO:0051056//regulation of small GTPase mediated signal transductionNA XP_001713038.1//GTPase activating protein (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein (SPAC18B11.11), mRNA
3361391 NM_001355968.111.62 5.75 10.93 rad8 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid binding;GO:0016874//ligase activity;GO:0008270//zinc ion binding;GO:0016818//hydrolase activity, acting on acid anhydrides, in phosphorus-containing anhydridesGO:0006301//postreplication repair;GO:0006289//nucleotide-excision repairK15505 XP_001713034.1//ubiquitin-protein ligase E3 Rad8 [Schizosaccharomyces pombe 972h-]ubiquitin-protein ligase E3 Rad8 (rad8), mRNA
2542413 NM_001020304.212.86 12.33 7.08 srb6 GO:0005634//nucleus;GO:0071006//U2-type catalytic step 1 spliceosome;GO:0005635//nuclear envelope;GO:0016592//mediator complex;GO:0000974//Prp19 complex;GO:0005737//cytoplasm;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complexGO:0061630//ubiquitin protein ligase activity;GO:0001104//RNA polymerase II transcription cofactor activity;GO:0016874//ligase activity;GO:0004842//ubiquitin-protein transferase activityGO:0070534//protein K63-linked ubiquitination;GO:0000349//generation of catalytic spliceosome for first transesterification step;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006281//DNA repair;GO:0032147//activation of protein kinase activity;GO:0045292//mRNA cis splicing, via spliceosome;GO:0006351//transcription, DNA-templatedK10599//pre-mRNA-processing factor 19 [EC:2.3.2.27]NP_594874.1//ubiquitin-protein ligase E4 [Schizosaccharomyces pombe 972h-]mediator complex subunit Srb6 (srb6), mRNA
2541741 NM_001020165.2 8.7 9.04 15.14 fus1 GO:1990819//actin fusion focus;GO:0005634//nucleus;GO:0005829//cytosol;GO:0043332//mating projection tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005937//mating projection;GO:0005826//actomyosin contractile ringGO:0003779//actin binding;GO:0017048//Rho GTPase binding;GO:1990808//F-bar domain binding;GO:0017124//SH3 domain bindingGO:0061164//transitional endoplasmic reticulum polarization at cell division site;GO:1903475//mitotic actomyosin contractile ring assembly;GO:1904530//negative regulation of actin filament binding;GO:0030036//actin cytoskeleton organization;GO:2000813//negative regulation of barbed-end actin filament capping;GO:1904670//actin filament polymerization involved in mitotic actomyosin contractile ring assembly;GO:0051764//actin crosslink formation;GO:1902406//mitotic actomyosin contractile ring maintenance;GO:0051016//barbed-end actin filament capping;GO:0045010//actin nucleation;GO:1904498//protein localization to mitotic actomyosin contractile ring;GO:1904600//actin fusion focus assembly;GO:0030838//positive regulation of actin filament polymerization;GO:0030041//actin filament polymerization;GO:1903479//mitotic actomyosin contractile ring assembly actin filament organization;GO:0000755//cytogamyK11238;K17971NP_594737.1//formin Fus1 [Schizosaccharomyces pombe 972h-]formin Fus1 (fus1), mRNA

NR_150188.1 NR_150188.1 9.42 9.81 14.84 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1316), miscRNA
2540081 NM_001021118.26.72 5.76 4.34 avt5 GO:0005634//nucleus;GO:0000329//fungal-type vacuole membrane;GO:0071627//integral component of fungal-type vacuolar membrane;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0005313//L-glutamate transmembrane transporter activity;GO:0003723//RNA binding;GO:0004652//polynucleotide adenylyltransferase activity;GO:0005524//ATP binding;GO:0015189//L-lysine transmembrane transporter activity;GO:0005290//L-histidine transmembrane transporter activity;GO:0046872//metal ion binding;GO:0061459//L-arginine transmembrane transporter activity;GO:0015181//arginine transmembrane transporter activity;GO:0005302//L-tyrosine transmembrane transporter activity;GO:0015194//L-serine transmembrane transporter activityGO:0090513//L-histidine transmembrane import into vacuole;GO:0030435//sporulation resulting in formation of a cellular spore;GO:0016180//snRNA processing;GO:0090516//L-serine transmembrane import into vacuole;GO:1901481//L-glutamate import involved in cellular response to nitrogen starvation;GO:0006378//mRNA polyadenylation;GO:0090517//L-lysine transmembrane import into vacuole;GO:0071050//snoRNA polyadenylation;GO:0090452//lithium ion import;GO:0032975//amino acid transmembrane import into vacuole;GO:0090515//L-glutamate transmembrane import into vacuole;GO:0090514//L-tyrosine transmembrane import into vacuole;GO:1901482//L-lysine import involved in cellular response to nitrogen starvation;GO:0090518//L-arginine transmembrane import into vacuoleK14997//solute carrier family 38 (sodium-coupled neutral amino acid transporter), member 11;K13291//terminal uridylyltransferase [EC:2.7.7.52]NP_595211.1//vacuolar amino acid efflux transporter Avt5 [Schizosaccharomyces pombe 972h-]vacuolar amino acid efflux transporter Avt5 (avt5), mRNA
2539108 NM_001023338.29.55 10.08 6.51 nmt1 GO:0005634//nucleus;GO:0005829//cytosolGO:0070284//4-amino-5-hydroxymethyl-2-methylpyrimidine phosphate synthase activityGO:0009228//thiamine biosynthetic process;GO:0009229//thiamine diphosphate biosynthetic processK18278 NP_588347.1//no message in thiamine Nmt1 [Schizosaccharomyces pombe 972h-]no message in thiamine Nmt1 (nmt1), partial mRNA
2541147 NM_001021413.212.5 10.01 16.12 dot2 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0016604//nuclear body;GO:0005829//cytosol;GO:0033620//Mei2 nuclear dot complex;GO:0000814//ESCRT II complexNA GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006623//protein targeting to vacuole;GO:1904669//ATP export;GO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0000742//karyogamy involved in conjugation with cellular fusion;GO:0000433//negative regulation of transcription from RNA polymerase II promoter by glucose;GO:0045324//late endosome to vacuole transportK12188//ESCRT-II complex subunit VPS22NP_595503.1//ESCRT II complex subunit Dot2 [Schizosaccharomyces pombe 972h-]ESCRT II complex subunit Dot2 (dot2), mRNA
2539367 NM_001023064.215.36 13.63 6.51 SPCC4B3.18 GO:1990143//CoA-synthesizing protein complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004632//phosphopantothenate--cysteine ligase activityGO:1990181//acetyl-CoA biosynthetic process from pantothenate;GO:0015937//coenzyme A biosynthetic processK01922//phosphopantothenate---cysteine ligase (ATP) [EC:6.3.2.51]NP_588072.1//phosphopantothenate-cysteine ligase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphopantothenate-cysteine ligase (SPCC4B3.18), mRNA

NR_151038.1 NR_151038.1 9.67 7.98 9.88 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.672), miscRNA
2540863 NM_001022639.214.89 14.27 6.41 SPBC56F2.03GO:0005634//nucleus;GO:0005869//dynactin complex;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0032153//cell division siteNA GO:0030989//dynein-driven meiotic oscillatory nuclear movementNA NP_596714.1//actin-like protein Arp10 (predicted) [Schizosaccharomyces pombe 972h-]putative actin-like protein Arp10 (SPBC56F2.03), partial mRNA
2543316 NM_001020324.210.34 12.49 72.39 SPAPJ691.02GO:0005634//nucleusGO:0046872//metal ion binding;GO:0008270//zinc ion bindingNA K15428 NP_594895.1//yippee-like protein [Schizosaccharomyces pombe 972h-]yippee-like protein (SPAPJ691.02), mRNA

NR_150391.1 NR_150391.1 9.24 10.38 21.35 NA GO:0030126//COPI vesicle coat;GO:0031410//cytoplasmic vesicle;GO:0005834//heterotrimeric G-protein complex;GO:0005737//cytoplasm;GO:0000139//Golgi membrane;GO:0005829//cytosol;GO:0090726//cortical dynamic polarity patch;GO:0005886//plasma membraneGO:0031683//G-protein beta/gamma-subunit complex binding;GO:0046872//metal ion binding;GO:0001664//G-protein coupled receptor binding;GO:0004871//signal transducer activity;GO:0005525//GTP binding;GO:0005198//structural molecule activity;GO:0003924//GTPase activityGO:0032511//late endosome to vacuole transport via multivesicular body sorting pathway;GO:0030435//sporulation resulting in formation of a cellular spore;GO:0034307//regulation of ascospore formation;GO:0031139//positive regulation of conjugation with cellular fusion;GO:0032005//signal transduction involved in conjugation with cellular fusion;GO:0006890//retrograde vesicle-mediated transport, Golgi to ER;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0006886//intracellular protein transport;GO:0043410//positive regulation of MAPK cascade;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0015031//protein transport;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0007188//adenylate cyclase-modulating G-protein coupled receptor signaling pathwayK17268//coatomer subunit epsilon;K04640//guanine nucleotide-binding protein subunit alpha, otherNP_595959.1//coatomer epsilon subunit (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1503), miscRNA
2541669 NM_001018454.29.93 11.13 60.33 SPAC22G7.07cGO:0005634//nucleus;GO:0005829//cytosolGO:0001734//mRNA (N6-adenosine)-methyltransferase activity;GO:0008168//methyltransferase activity;GO:0003676//nucleic acid bindingGO:0006139//nucleobase-containing compound metabolic process;GO:0080009//mRNA methylationK17974 NP_593056.2//mRNA (2'-O-methyladenosine-N(6)-)-methyltransferase [Schizosaccharomyces pombe 972h-]mRNA (2'-O-methyladenosine-N(6)-)-methyltransferase (SPAC22G7.07c), mRNA

NR_150737.1 NR_150737.1 11.16 9.37 2.92 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.328), miscRNA
2539087 NM_001355907.17.93 8.11 4.64 chk1 GO:0035861//site of double-strand break;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0007095//mitotic G2 DNA damage checkpoint;GO:1990260//negative regulation of transcription from RNA polymerase II promoter by transcription factor localization involved in response to DNA damage checkpoint signaling;GO:0051321//meiotic cell cycle;GO:1902402//signal transduction involved in mitotic DNA damage checkpoint;GO:0048478//replication fork protectionK02216//serine/threonine-protein kinase Chk1 [EC:2.7.11.1]NP_588071.1//hypothetical protein SPCC1259.14c [Schizosaccharomyces pombe 972h-]protein kinase Chk1 (chk1), mRNA
2539167 NM_001023161.214.51 15.62 22.18 wtf11 GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0045174//glutathione dehydrogenase (ascorbate) activityGO:0075297//negative regulation of ascospore formation;GO:0051321//meiotic cell cycle;GO:1990748//cellular detoxification;GO:0071555//cell wall organizationK07393//glutathionyl-hydroquinone reductase [EC:1.8.5.7]NP_588171.1//glutathione S-transferase (predicted) [Schizosaccharomyces pombe 972h-]wtf element Wtf11 (wtf11), mRNA
2542764 NM_001019734.212.58 13.66 15.68 SPAC15E1.10GO:0005634//nucleus;GO:0000502//proteasome complex;GO:0005829//cytosolGO:0070628//proteasome binding;GO:0004866//endopeptidase inhibitor activityGO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016569//covalent chromatin modificationNA NP_594311.2//hypothetical protein SPAC15E1.10 [Schizosaccharomyces pombe 972h-]putative PI31 proteasome inhibitor domain-containing protein (SPAC15E1.10), mRNA
2540843 NM_001021937.21.42 1.56 8.37 SPBC557.05 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005777//peroxisome;GO:0005737//cytoplasmGO:0008936//nicotinamidase activity;GO:0046872//metal ion binding;GO:0005509//calcium ion binding;GO:0003824//catalytic activityGO:0006769//nicotinamide metabolic process;GO:0019358//nicotinate nucleotide salvage;GO:0008152//metabolic processK00698//chitin synthase [EC:2.4.1.16];K01440NP_596028.1//arrestin [Schizosaccharomyces pombe 972h-]arrestin (SPBC557.05), mRNA

NR_151333.1 NR_151333.1 18.63 17.06 453.74 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.942), miscRNA
NR_150975.1 NR_150975.1 11.22 14.1 43.85 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0019172//glyoxalase III activityGO:1990748//cellular detoxificationK22211 NP_592815.1//ThiJ domain protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.613), miscRNA
NR_151323.1 NR_151323.1 5.92 6.09 5.83 NA GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0006415//translational termination;GO:0006412//translation;GO:0000027//ribosomal large subunit assembly;GO:0002181//cytoplasmic translationK02866//large subunit ribosomal protein L10eNP_594315.1//60S ribosomal protein L10 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.933), miscRNA
NR_150049.1 NR_150049.1 10.53 10.29 6.99 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004033//aldo-keto reductase (NADP) activity;GO:0050236//pyridoxine:NADP 4-dehydrogenase activity;GO:0016491//oxidoreductase activityGO:0042821//pyridoxal biosynthetic process;GO:0042820//vitamin B6 catabolic processK05275 NP_588168.1//pyridoxal reductase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1191), miscRNA
NR_150338.1 NR_150338.1 17.18 16.25 21.83 NA GO:0016021//integral component of membraneNA GO:0051321//meiotic cell cycleNA NP_595691.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1453), miscRNA

2542146 NM_001020222.28.22 6.65 3.36 SPAC1B3.10cNA NA GO:0036503//ERAD pathwayK14026//SEL1 proteinNP_594794.2//Sel1-like repeat-containing protein [Schizosaccharomyces pombe 972h-]Sel1-like repeat-containing protein (SPAC1B3.10c), partial mRNA
2538805 NM_001023452.29.51 9.2 6.46 mug163 GO:0005634//nucleus;GO:0043234//protein complex;GO:0005739//mitochondrionGO:0097027//ubiquitin-protein transferase activator activity;GO:0010997//anaphase-promoting complex bindingGO:1904668//positive regulation of ubiquitin protein ligase activity;GO:0051321//meiotic cell cycle;GO:0031145//anaphase-promoting complex-dependent catabolic processK12782;K03363//cell division cycle 20, cofactor of APC complexNP_588462.1//Cdc20/Fizzy subfamily WD repeat protein [Schizosaccharomyces pombe 972h-]protein mug163 (mug163), mRNA
2542923 NM_001018658.215.57 9.16 3.22 SPAC10F6.10GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004674//protein serine/threonine kinase activity;GO:0016787//hydrolase activity;GO:0005524//ATP bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K07178//RIO kinase 1 [EC:2.7.11.1]NP_593261.2//protein kinase, RIO family (predicted) [Schizosaccharomyces pombe 972h-]putative RIO family protein kinase (SPAC10F6.10), mRNA

NR_151168.1 NR_151168.1 6.33 7.23 6.99 NA GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0033062//Rhp55-Rhp57 complex;GO:0005829//cytosol;GO:0033063//Rad51B-Rad51C-Rad51D-XRCC2 complex;GO:0005657//replication forkGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0033170//protein-DNA loading ATPase activity;GO:0003690//double-stranded DNA binding;GO:0000150//recombinase activity;GO:0003697//single-stranded DNA binding;GO:0008094//DNA-dependent ATPase activity;GO:0000400//four-way junction DNA bindingGO:0010212//response to ionizing radiation;GO:0042148//strand invasion;GO:0000709//meiotic joint molecule formation;GO:0007131//reciprocal meiotic recombination;GO:0000707//meiotic DNA recombinase assembly;GO:0006312//mitotic recombination;GO:0000724//double-strand break repair via homologous recombination;GO:0006974//cellular response to DNA damage stimulus;GO:0000730//DNA recombinase assembly;GO:0010520//regulation of reciprocal meiotic recombinationNA NP_593604.1//RecA family ATPase Rhp55 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.791), miscRNA
2540719 NM_001021264.29.61 10.39 16.13 rad3 GO:0000228//nuclear chromosome;GO:0000781//chromosome, telomeric region;GO:0005730//nucleolus;GO:0005829//cytosol;GO:1990421//subtelomeric heterochromatin;GO:0000790//nuclear chromatinGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0070198//protein localization to chromosome, telomeric region;GO:1904514//positive regulation of initiation of premeiotic DNA replication;GO:0007095//mitotic G2 DNA damage checkpoint;GO:0006281//DNA repair;GO:0006975//DNA damage induced protein phosphorylation;GO:1904291//positive regulation of mitotic DNA damage checkpoint;GO:0033314//mitotic DNA replication checkpoint;GO:0031573//intra-S DNA damage checkpoint;GO:0071897//DNA biosynthetic process;GO:0045739//positive regulation of DNA repair;GO:1990853//histone H2A SQE motif phosphorylation;GO:0000723//telomere maintenanceK06640//serine/threonine-protein kinase ATR [EC:2.7.11.1];K10997NP_595357.1//ATR checkpoint kinase Rad3 [Schizosaccharomyces pombe 972h-]ATR checkpoint kinase Rad3 (rad3), mRNA
2539688 NM_001021302.28.05 7.24 10.73 SPBC146.06cGO:0005634//nucleusGO:0046872//metal ion binding;GO:0008409//5'-3' exonuclease activity;GO:0070336//flap-structured DNA binding;GO:0004528//phosphodiesterase I activity;GO:0017108//5'-flap endonuclease activity;GO:0004518//nuclease activityGO:0036297//interstrand cross-link repair;GO:0000724//double-strand break repair via homologous recombinationK15363//fanconi-associated nuclease 1 [EC:3.1.21.- 3.1.4.1]NP_595395.1//fanconi-associated nuclease 1 [Schizosaccharomyces pombe 972h-]fanconi-associated nuclease 1 (SPBC146.06c), mRNA
2541995 NM_001018798.211.3 10.46 7.23 mug165 GO:0005634//nucleus;GO:1990483//Clr6 histone deacetylase complex I'';GO:0000790//nuclear chromatinNA GO:1990619//histone H3-K9 deacetylation;GO:0051321//meiotic cell cycle;GO:0006325//chromatin organizationNA NP_593366.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug165 (mug165), mRNA
9406912 NM_001356022.17.35 7.9 2.92 SPAC23H4.21NA NA NA NA XP_002742505.1//conserved protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC23H4.21), mRNA

NR_150952.1 NR_150952.1 8.52 10 4.67 NA GO:0005634//nucleusGO:0003697//single-stranded DNA binding;GO:0004527//exonuclease activity;GO:0008081//phosphoric diester hydrolase activity;GO:0017005//3'-tyrosyl-DNA phosphodiesterase activity;GO:0003690//double-stranded DNA bindingGO:0006302//double-strand break repair;GO:0006281//DNA repair;GO:0000012//single strand break repairK10862//tyrosyl-DNA phosphodiesterase 1 [EC:3.1.4.-]NP_587861.1//tyrosyl-DNA phosphodiesterase Tdp1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.580), miscRNA
NR_150099.1 NR_150099.1 8.62 11.08 65.67 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1236), miscRNA

2539657 NM_001021809.211.48 12.34 5 SPBC17G9.13cGO:0005739//mitochondrionNA NA NA NP_595902.1//conserved fungal mitochondrial protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC17G9.13c), mRNA
2542092 NM_001020319.214.7 14.88 29.42 mug106 GO:0016021//integral component of membraneNA NA NA NP_594890.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug106 (mug106), mRNA

NR_150294.1 NR_150294.1 9.88 7.16 3.75 NA GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005849//mRNA cleavage factor complexNA GO:0006379//mRNA cleavage;GO:0006378//mRNA polyadenylationK14402//cleavage and polyadenylation specificity factor subunit 2NP_595448.1//cleavage factor two Cft2/polyadenylation factor CPSF-73 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1413), miscRNA
2540906 NM_001021938.316.08 19.88 10.28 pnc1 GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0005509//calcium ion bindingGO:0007015//actin filament organization;GO:0000147//actin cortical patch assembly;GO:0030100//regulation of endocytosis;GO:0006468//protein phosphorylationK01440;K08286NP_596028.1//arrestin [Schizosaccharomyces pombe 972h-]putative nicotinamidase Pnc1 (pnc1), mRNA
2539918 NM_001021384.210.9 8.43 3.08 SPBC1306.02GO:0005768//endosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneNA GO:0032456//endocytic recycling;GO:0008033//tRNA processingK03130//transcription initiation factor TFIID subunit 5NP_595473.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (SPBC1306.02), mRNA

NR_150945.1 NR_150945.1 8.2 5.74 5.95 NA GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0005737//cytoplasm;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0019237//centromeric DNA binding;GO:0043565//sequence-specific DNA bindingGO:0007535//donor selection;GO:0000070//mitotic sister chromatid segregation;GO:1903212//protein localization to mating-type region heterochromatin;GO:0030702//chromatin silencing at centromereNA NP_596460.1//ARS-binding protein 1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.574), miscRNA
2538730 NM_001022887.29.84 11.35 13.33 mug73 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005216//ion channel activityGO:0032780//negative regulation of ATPase activity;GO:0051321//meiotic cell cycleK01870//isoleucyl-tRNA synthetase [EC:6.1.1.5]NP_587895.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter mug73 (mug73), partial mRNA
2540654 NM_001355824.111.62 12.99 7.46 puc1 GO:0005634//nucleus;GO:0005829//cytosolGO:0016538//cyclin-dependent protein serine/threonine kinase regulator activityGO:2000045//regulation of G1/S transition of mitotic cell cycle;GO:0051301//cell division;GO:0007096//regulation of exit from mitosis;GO:0031657//regulation of cyclin-dependent protein serine/threonine kinase activity involved in G1/S transition of mitotic cell cycle;GO:0007049//cell cycleK06646 NP_596539.1//cyclin Puc1 [Schizosaccharomyces pombe 972h-]cyclin Puc1 (puc1), mRNA

NR_150503.1 NR_150503.1 2.89 0 0.72 NA GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0005737//cytoplasm;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0019237//centromeric DNA binding;GO:0043565//sequence-specific DNA bindingGO:0007535//donor selection;GO:0000070//mitotic sister chromatid segregation;GO:1903212//protein localization to mating-type region heterochromatin;GO:0030702//chromatin silencing at centromereNA NP_596460.1//ARS-binding protein 1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1608), miscRNA
2539442 NM_001022895.29.15 10.49 6.47 cut1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:1990520//separase-securin complex;GO:1990023//mitotic spindle midzone;GO:0005737//cytoplasmGO:0004175//endopeptidase activity;GO:0004197//cysteine-type endopeptidase activityGO:0051306//mitotic sister chromatid separation;GO:0051307//meiotic chromosome separation;GO:0051301//cell division;GO:0006974//cellular response to DNA damage stimulusK02365//separase [EC:3.4.22.49]NP_587903.1//separase/separin [Schizosaccharomyces pombe 972h-]separase/separin (cut1), mRNA
2542743 NM_001019327.211.02 9.99 5.26 SPAC6F6.04cGO:0016021//integral component of membraneGO:0044212//transcription regulatory region DNA binding;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transport;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0009062//fatty acid catabolic processNA NP_593897.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPAC6F6.04c), mRNA

NR_149869.1 NR_149869.1 7.92 13.26 4.98 NA GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0033819//lipoyl(octanoyl) transferase activity;GO:0016874//ligase activityGO:0006464//cellular protein modification process;GO:0009249//protein lipoylation;GO:0009107//lipoate biosynthetic processK03801//lipoyl(octanoyl) transferase [EC:2.3.1.181]NP_594748.1//mitochondrial lipoate-protein ligase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1028), miscRNA
NR_151340.1 NR_151340.1 9.77 11.84 22.88 NA GO:0000329//fungal-type vacuole membrane;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0015151//alpha-glucoside transmembrane transporter activity;GO:0005364//maltose:proton symporter activity;GO:0008506//sucrose:proton symporter activityGO:1904982//sucrose transmembrane transport;GO:1904981//maltose transmembrane transportK15378//solute carrier family 45, member 1/2/4NP_594387.1//alpha-glucoside transporter Sut1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.949), miscRNA

2543237 NM_001019187.28.28 7.66 6 mus7 GO:0005634//nucleus;GO:0035361//Cul8-RING ubiquitin ligase complexNA GO:0006281//DNA repair;GO:0031297//replication fork processing;GO:0000724//double-strand break repair via homologous recombination;GO:0006974//cellular response to DNA damage stimulusNA NP_593757.1//DNA repair protein Mus7/Mms22 [Schizosaccharomyces pombe 972h-]DNA repair protein Mus7/Mms22 (mus7), mRNA
2542474 NM_001019435.24.54 7.65 3.25 spk1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosolGO:0005524//ATP binding;GO:0004707//MAP kinase activityGO:0034307//regulation of ascospore formationK04371//mitogen-activated protein kinase 1/3 [EC:2.7.11.24]XP_013021558.1//CMGC/MAPK/ERK protein kinase Spk1 [Schizosaccharomyces cryophilus OY26]MAP kinase Spk1 (spk1), mRNA
2543014 NM_001020148.210.41 8.02 2.78 mug162 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005635//nuclear envelope;GO:0031902//late endosome membrane;GO:0000813//ESCRT I complex;GO:0005737//cytoplasm;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0051321//meiotic cell cycle;GO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0006897//endocytosis;GO:0015031//protein transport;GO:0045324//late endosome to vacuole transportNA NP_001018287.1//ESCRT I complex subunit Vps23 [Schizosaccharomyces pombe 972h-]protein mug162 (mug162), mRNA

NR_150528.1 NR_150528.1 4.84 5.39 16.71 NA GO:0005634//nucleus;GO:0005777//peroxisome;GO:0005737//cytoplasm;GO:1990429//peroxisomal importomer complex;GO:0005829//cytosol;GO:0005719//nuclear euchromatin;GO:0005739//mitochondrion;GO:0005778//peroxisomal membraneGO:0043734//DNA-N1-methyladenine dioxygenase activity;GO:0005102//receptor binding;GO:0070579//methylcytosine dioxygenase activity;GO:0016491//oxidoreductase activity;GO:1990984//tRNA demethylase activity;GO:0008198//ferrous iron bindingGO:1990983//tRNA demethylation;GO:0006281//DNA repair;GO:0016560//protein import into peroxisome matrix, docking;GO:0016558//protein import into peroxisome matrix;GO:0035552//oxidative single-stranded DNA demethylation;GO:0006625//protein targeting to peroxisome;GO:0042245//RNA repairK13343//peroxin-14;K01426//amidase [EC:3.5.1.4]NP_596553.3//alpha-ketoglutarate-dependent dioxygenase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1633), miscRNA
14218377 NM_001356065.1 7 16.75 56.32 prl65 NA NA NA NA XP_004001774.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]protein prl65 (prl65), mRNA
2540241 NM_001021512.28.27 6.92 19.95 mei4 GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0010673//positive regulation of transcription from RNA polymerase II promoter involved in meiotic cell cycle;GO:0009653//anatomical structure morphogenesis;GO:0030154//cell differentiation;GO:0006351//transcription, DNA-templated;GO:0010672//regulation of transcription from RNA polymerase II promoter involved in meiotic cell cycle;GO:0100051//positive regulation of meiotic nuclear division by transcription from RNA polymerase II promoter;GO:0010845//positive regulation of reciprocal meiotic recombination;GO:0045944//positive regulation of transcription from RNA polymerase II promoterK09413 NP_595617.1//meiotic forkhead transcription factor Mei4 [Schizosaccharomyces pombe 972h-]meiotic forkhead transcription factor Mei4 (mei4), mRNA

NR_150264.1 NR_150264.1 3.72 0 0 NA GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005773//vacuoleGO:0047874//dolichyldiphosphatase activity;GO:0098599//palmitoyl hydrolase activity;GO:0008474//palmitoyl-(protein) hydrolase activityGO:0030148//sphingolipid biosynthetic process;GO:0006487//protein N-linked glycosylation;GO:0002084//protein depalmitoylation;GO:0007035//vacuolar acidification;GO:0008610//lipid biosynthetic processK01074//palmitoyl-protein thioesterase [EC:3.1.2.22]NP_595325.2//palmitoyl protein thioesterase-dolichol pyrophosphate phosphatase fusion 1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1386), miscRNA
2539908 NM_001022181.213.61 13.5 4.71 msd1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:1990811//Msd1-Wdr8-Pkl1 complex;GO:0005737//cytoplasmNA GO:0000070//mitotic sister chromatid segregation;GO:1902440//protein localization to mitotic spindle pole body;GO:1990810//microtubule anchoring at mitotic spindle pole body;GO:0051321//meiotic cell cycleNA NP_596261.1//mitotic-spindle disanchored Msd1 [Schizosaccharomyces pombe 972h-]mitotic-spindle disanchored Msd1 (msd1), mRNA
3361410 NM_001019981.29.74 10.95 6.68 mok11 GO:0005783//endoplasmic reticulum;GO:0005618//cell wall;GO:0016021//integral component of membrane;GO:0031233//intrinsic component of external side of plasma membraneGO:0047657//alpha-1,3-glucan synthase activity;GO:0003824//catalytic activityGO:0030979//alpha-glucan biosynthetic process;GO:0070600//fungal-type cell wall (1->3)-alpha-glucan biosynthetic process;GO:0005975//carbohydrate metabolic process;GO:0071555//cell wall organization;GO:0071852//fungal-type cell wall organization or biogenesis;GO:0009272//fungal-type cell wall biogenesisK00749 NP_001018282.1//alpha-1,3-glucan synthase Mok11 [Schizosaccharomyces pombe 972h-]alpha-1,3-glucan synthase Mok11 (mok11), mRNA

NR_150045.1 NR_150045.1 9.57 10.43 7.48 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0016279//protein-lysine N-methyltransferase activity;GO:0008168//methyltransferase activityGO:2000765//regulation of cytoplasmic translationK05351;K21806//protein N-lysine methyltransferase METTL21D [EC:2.1.1.-]NP_588157.1//methyltransferase Rrg1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1188), miscRNA
2540596 NM_001022262.2 9.3 9.28 5.74 ppk24 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0032153//cell division site;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0051321//meiotic cell cycle;GO:0035556//intracellular signal transduction;GO:0030003//cellular cation homeostasisK08286 NP_596341.1//serine/threonine protein kinase Ppk24 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Ppk24 (ppk24), mRNA

NR_151111.1 NR_151111.1 11.3 10.5 4.62 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0071014//post-mRNA release spliceosomal complexGO:0003755//peptidyl-prolyl cis-trans isomerase activityGO:0006457//protein foldingK12733//peptidyl-prolyl cis-trans isomerase-like 1 [EC:5.2.1.8]NP_593308.1//cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.739), miscRNA
5802732 NM_001020935.26.32 6.95 1.28 SPBC1348.10cGO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0009897//external side of plasma membrane;GO:0005737//cytoplasm;GO:0009277//fungal-type cell wall;GO:0005829//cytosol;GO:0005576//extracellular region;GO:0005886//plasma membrane;GO:0042597//periplasmic spaceGO:0004620//phospholipase activity;GO:0004622//lysophospholipase activityGO:0009395//phospholipid catabolic process;GO:0006650//glycerophospholipid metabolic process;GO:0046475//glycerophospholipid catabolic processK13333 NP_592772.1//phospholipase (predicted) [Schizosaccharomyces pombe 972h-]putative phospholipase (SPBC1348.10c), mRNA

NR_150308.1 NR_150308.1 5 6.24 5.01 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1426), miscRNA
2542966 NM_001018445.27.31 7.19 12.72 tah18 GO:0005739//mitochondrionGO:0003958//NADPH-hemoprotein reductase activity;GO:0050661//NADP binding;GO:0010181//FMN binding;GO:0050660//flavin adenine dinucleotide bindingGO:1901300//positive regulation of hydrogen peroxide-mediated programmed cell death;GO:0016226//iron-sulfur cluster assembly;GO:0045429//positive regulation of nitric oxide biosynthetic process;GO:0006809//nitric oxide biosynthetic processK00327//NADPH-ferrihemoprotein reductase [EC:1.6.2.4]NP_593046.2//NADPH-dependent diflavin oxidoreductase, involved in iron-sulfur cluster assembly Tah18 (predicted) [Schizosaccharomyces pombe 972h-]putative NADPH-dependent diflavin oxidoreductase Tah18 (tah18), mRNA

NR_151035.1 NR_151035.1 0 0 0 NA GO:0005634//nucleus;GO:0005720//nuclear heterochromatin;GO:0034507//chromosome, centromeric outer repeat regionGO:0046872//metal ion binding;GO:0051864//histone demethylase activity (H3-K36 specific)GO:0090054//regulation of chromatin silencing at silent mating-type cassette;GO:0006338//chromatin remodeling;GO:0031454//regulation of extent of heterochromatin assembly;GO:0006351//transcription, DNA-templated;GO:0001672//regulation of chromatin assembly or disassembly;GO:0033696//negative regulation of extent of heterochromatin assembly;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0090052//regulation of chromatin silencing at centromereK10276//F-box and leucine-rich repeat protein 10/11 [EC:1.14.11.27]NP_588188.1//Jmjc domain chromatin associated protein Epe1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (prl67), miscRNA
2541947 NM_001018483.28.89 7.69 5.05 SPAC2G11.05cGO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0032153//cell division siteNA GO:0016192//vesicle-mediated transportK12200//programmed cell death 6-interacting proteinNP_593085.1//BRO1 domain protein (predicted) [Schizosaccharomyces pombe 972h-]putative BRO1 domain-containing protein (SPAC2G11.05c), mRNA
2540235 NM_001022051.211.47 11.37 3.38 SPBC336.13cGO:0016020//membrane;GO:0042720//mitochondrial inner membrane peptidase complex;GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0004222//metalloendopeptidase activity;GO:0008236//serine-type peptidase activityGO:0006627//protein processing involved in protein targeting to mitochondrion;GO:0033108//mitochondrial respiratory chain complex assembly;GO:0006465//signal peptide processingK09648//mitochondrial inner membrane protease subunit 2 [EC:3.4.21.-]NP_596133.1//mitochondrial inner membrane peptidase complex catalytic subunit 2 (predicted) [Schizosaccharomyces pombe 972h-]putative endopeptidase catalytic subunit (SPBC336.13c), mRNA
2541302 NM_001021042.28.45 9.21 2.87 fet4 GO:0051286//cell tip;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0032153//cell division site;GO:0000139//Golgi membraneGO:0005381//iron ion transmembrane transporter activityGO:0055085//transmembrane transport;GO:0034755//iron ion transmembrane transport;GO:0055072//iron ion homeostasis;GO:0071577//zinc II ion transmembrane transportK19792 NP_595134.1//iron/zinc ion transporter (predicted) [Schizosaccharomyces pombe 972h-]putative iron/zinc ion transporter (fet4), mRNA

NR_150900.1 NR_150900.1 7.55 6.64 1.02 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.523), miscRNA
2540107 NM_001021066.28.98 8.19 4.72 mug2 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0051321//meiotic cell cycleNA NP_595157.1//cell surface glycoprotein (predicted), DUF1773 family protein 1 [Schizosaccharomyces pombe 972h-]protein mug2 (mug2), mRNA
2542881 NM_001019083.251.14 108.25 35.89 gld1 GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0008888//glycerol dehydrogenase [NAD+] activity;GO:0008270//zinc ion bindingGO:0061613//glycolytic process from glycerol;GO:0019564//aerobic glycerol catabolic processNA NP_593651.1//mitochondrial glycerol dehydrogenase Gld1 [Schizosaccharomyces pombe 972h-]glycerol dehydrogenase Gld1 (gld1), mRNA
2539162 NM_001022934.211.3 10.07 5.56 SPCC14G10.02GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosolNA GO:0000466//maturation of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14861//nucleolar pre-ribosomal-associated protein 1NP_587943.2//ribosome biogenesis protein Urb1 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome biogenesis protein Urb1 (SPCC14G10.02), mRNA
2540988 NM_001021138.28.04 7.51 4.81 SPBC354.08cGO:0051286//cell tip;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0032153//cell division siteNA GO:0006811//ion transport;GO:0006893//Golgi to plasma membrane transportK21989//calcium permeable stress-gated cation channelNP_595232.1//DUF221 family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC354.08c), mRNA

NR_149885.1 NR_149885.1 6.28 4.56 46.92 NA GO:0005634//nucleus;GO:0005730//nucleolusGO:0003723//RNA binding;GO:0003676//nucleic acid bindingGO:0042254//ribosome biogenesis;GO:0006364//rRNA processingK11135//Pin2-interacting protein X1NP_594823.1//ribosome biogenesis protein, G-pathc domain, PINX1 family (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1042), miscRNA
NR_150101.1 NR_150101.1 9.98 9.69 7.74 NA GO:0005783//endoplasmic reticulum;GO:0005576//extracellular region;GO:0005628//prospore membrane;GO:0005619//ascospore wallNA GO:0030476//ascospore wall assemblyNA NP_588357.1//GPI anchored cell surface protein involved in ascospore wall assembly Meu10 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1238), miscRNA
NR_151004.1 NR_151004.1 13.38 12.56 10.68 NA GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030688//preribosome, small subunit precursor;GO:0005737//cytoplasmNA GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingNA NP_592896.1//rRNA-processing protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.640), miscRNA
NR_149980.1 NR_149980.1 6.15 7.74 4.93 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1129), miscRNA
NR_150233.1 NR_150233.1 3.73 2.88 29.03 NA GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0052654//L-leucine transaminase activity;GO:0052656//L-isoleucine transaminase activity;GO:0030170//pyridoxal phosphate binding;GO:0052655//L-valine transaminase activityGO:0009099//valine biosynthetic process;GO:0009098//leucine biosynthetic process;GO:0009097//isoleucine biosynthetic processK00826//branched-chain amino acid aminotransferase [EC:2.6.1.42]NP_595180.2//branched chain amino acid aminotransferase Eca39 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1358), miscRNA
NR_151129.1 NR_151129.1 8.87 8.13 6.71 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.756), miscRNA
NR_150210.1 NR_150210.1 10.73 11.39 7.28 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1336), miscRNA

2542113 NM_001020224.28.29 7.85 10.72 ypt4 GO:0005768//endosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005886//plasma membraneGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0060627//regulation of vesicle-mediated transport;GO:0030100//regulation of endocytosis;GO:0033157//regulation of intracellular protein transport;GO:0015031//protein transportK07880//Ras-related protein Rab-4BNP_594796.1//GTPase Ypt4 [Schizosaccharomyces pombe 972h-]GTPase Ypt4 (ypt4), mRNA
2539658 NM_001022392.213.7 10.25 6.19 cnp1 GO:0005634//nucleus;GO:0043505//CENP-A containing nucleosome;GO:0034506//chromosome, centromeric core domain;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0000775//chromosome, centromeric region;GO:0005762//mitochondrial large ribosomal subunit;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0000777//condensed chromosome kinetochore;GO:0000776//kinetochoreGO:0003677//DNA binding;GO:0016150//translation release factor activity, codon nonspecific;GO:0019237//centromeric DNA binding;GO:0046982//protein heterodimerization activity;GO:0004045//aminoacyl-tRNA hydrolase activity;GO:0031492//nucleosomal DNA bindingGO:0032543//mitochondrial translation;GO:0070126//mitochondrial translational termination;GO:0006334//nucleosome assembly;GO:1990758//mitotic sister chromatid biorientation;GO:0061641//CENP-A containing chromatin organization;GO:0072344//rescue of stalled ribosome;GO:0051382//kinetochore assemblyK11495//histone H3-like centromeric protein ANP_596474.2//peptide release factor (predicted) [Schizosaccharomyces pombe 972h-]centromere-specific histone H3 CENP-A (cnp1), mRNA

NR_151330.1 NR_151330.1 5.97 1.03 2.28 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.94), miscRNA
2543018 NM_001019823.27.53 7.27 3.76 mug132 GO:0005938//cell cortex;GO:0005739//mitochondrionNA GO:0051321//meiotic cell cycleK15429//tRNA (guanine37-N1)-methyltransferase [EC:2.1.1.228]NP_594400.1//hypothetical protein SPAC11G7.06c [Schizosaccharomyces pombe 972h-]uncharacterized protein SPAC11G7.06c (mug132), mRNA
2539349 NM_001022694.211.85 9.23 28.45 meu23 GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_587699.1//cell surface glycoprotein (predicted), DUF1773 family protein 2 [Schizosaccharomyces pombe 972h-]protein meu23 (meu23), mRNA

NR_151304.1 NR_151304.1 10.86 10.31 16.4 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.916), miscRNA
NR_151377.1 NR_151377.1 8.98 13.06 14.35 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0003723//RNA binding;GO:1990605//GU repeat RNA binding;GO:0035939//microsatellite binding;GO:0043047//single-stranded telomeric DNA bindingGO:0016070//RNA metabolic process;GO:0051321//meiotic cell cycle;GO:0008033//tRNA processingNA NP_594557.2//translin [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.983), miscRNA
NR_150486.1 NR_150486.1 13.48 14.6 5.52 NA GO:0005730//nucleolus;GO:0005829//cytosol;GO:0000500//RNA polymerase I upstream activating factor complexNA GO:0006355//regulation of transcription, DNA-templated;GO:0006360//transcription from RNA polymerase I promoterNA NP_596386.1//upstream activation factor complex subunit Acr1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1593), miscRNA
NR_151329.1 NR_151329.1 7.15 6.2 5.8 NA NA NA NA NA XP_004001787.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.939), miscRNA

2538985 NM_001023236.2 6.5 5.75 2.12 SPCC13B11.03cGO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0004416//hydroxyacylglutathione hydrolase activityGO:1990748//cellular detoxification;GO:0019243//methylglyoxal catabolic process to D-lactate via S-lactoyl-glutathioneK01069//hydroxyacylglutathione hydrolase [EC:3.1.2.6]NP_588246.1//hydroxyacylglutathione hydrolase (predicted) [Schizosaccharomyces pombe 972h-]putative hydroxyacylglutathione hydrolase (SPCC13B11.03c), mRNA
NR_150559.1 NR_150559.1 11.73 10.23 10.15 NA GO:0036286//eisosome filament;GO:0031965//nuclear membrane;GO:0070057//prospore membrane spindle pole body attachment site;GO:0035974//meiotic spindle pole body;GO:0070056//prospore membrane leading edge;GO:0005886//plasma membraneGO:0008289//lipid binding;GO:0005524//ATP binding;GO:0004812//aminoacyl-tRNA ligase activityGO:0006469//negative regulation of protein kinase activity;GO:0140043//lipid droplet localization to prospore membrane leading edge;GO:0006418//tRNA aminoacylation for protein translation;GO:0006897//endocytosis;GO:0070941//eisosome assembly;GO:0031322//ascospore-type prospore-specific spindle pole body remodelingK06126//ubiquinone biosynthesis monooxygenase Coq6 [EC:1.14.13.-];K12666//oligosaccharyltransferase complex subunit alpha (ribophorin I)NP_596695.1//sporulation protein Meu14 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1663), miscRNA

2542367 NM_001019090.28.77 8.61 2.64 fta2 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0031934//mating-type region heterochromatin;GO:0000790//nuclear chromatin;GO:1902377//nuclear rDNA heterochromatin;GO:1990707//nuclear subtelomeric heterochromatin;GO:0005730//nucleolus;GO:0005739//mitochondrion;GO:0031618//nuclear pericentric heterochromatinGO:0046872//metal ion binding;GO:0070403//NAD+ binding;GO:0017136//NAD-dependent histone deacetylase activityGO:1990414//replication-born double-strand break repair via sister chromatid exchange;GO:0006351//transcription, DNA-templated;GO:1990679//histone H4-K12 deacetylation;GO:0006348//chromatin silencing at telomere;GO:0030702//chromatin silencing at centromere;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0060303//regulation of nucleosome density;GO:0071572//histone H3-K56 deacetylation;GO:0031508//pericentric heterochromatin assembly;GO:0046459//short-chain fatty acid metabolic process;GO:1990383//cellular response to biotin starvation;GO:0006974//cellular response to DNA damage stimulus;GO:0016575//histone deacetylation;GO:1990678//histone H4-K16 deacetylation;GO:0006282//regulation of DNA repairK11121 NP_593659.1//Sir2 family histone deacetylase Hst4 [Schizosaccharomyces pombe 972h-]Sim4 and Mal2-associated protein 2 (fta2), mRNA
2541775 NM_001019223.27.44 9.08 5.76 SPAC23H3.04GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0000139//Golgi membraneNA NA K01952//phosphoribosylformylglycinamidine synthase [EC:6.3.5.3]NP_593794.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC23H3.04), partial mRNA

NR_150830.1 NR_150830.1 3.71 5.1 42.16 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.442), miscRNA
2540825 NM_001021094.27.91 7.64 4.03 clr4 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0043494//CLRC ubiquitin ligase complex;GO:0034507//chromosome, centromeric outer repeat regionGO:0003697//single-stranded DNA binding;GO:0046974//histone methyltransferase activity (H3-K9 specific);GO:0008270//zinc ion binding;GO:0035064//methylated histone binding;GO:0003690//double-stranded DNA binding;GO:0003727//single-stranded RNA bindingGO:0031048//chromatin silencing by small RNA;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0090065//regulation of production of siRNA involved in RNA interference;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0007535//donor selection;GO:0045141//meiotic telomere clustering;GO:0051321//meiotic cell cycle;GO:0034613//cellular protein localization;GO:0000183//chromatin silencing at rDNA;GO:1902368//heterochromatin maintenance involved in chromatin silencing at centromere outer repeat regionK11419//histone-lysine N-methyltransferase SUV39H [EC:2.1.1.43]NP_595185.1//meiotic chromosome segregation protein Meu6 [Schizosaccharomyces pombe 972h-]histone H3 methyltransferase Clr4 (clr4), mRNA
2540923 NM_001020956.313.44 12.6 3.43 SPBC359.01 GO:0051286//cell tip;GO:0031520//plasma membrane of cell tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005773//vacuole;GO:0000139//Golgi membrane;GO:0032178//medial membrane band;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015193//L-proline transmembrane transporter activity;GO:0015189//L-lysine transmembrane transporter activity;GO:0015181//arginine transmembrane transporter activity;GO:0015171//amino acid transmembrane transporter activityGO:0097639//L-lysine import across plasma membrane;GO:0097638//L-arginine import across plasma membrane;GO:0019740//nitrogen utilizationK16261 NP_595051.2//amino-acid permease [Schizosaccharomyces pombe 972h-]amino-acid permease (SPBC359.01), mRNA
2540334 NM_001021749.27.09 6.08 2.3 gef3 GO:0036391//medial cortex septin ring;GO:0005829//cytosol;GO:0032153//cell division siteGO:0005089//Rho guanyl-nucleotide exchange factor activityGO:2001043//positive regulation of cell separation after cytokinesis;GO:0007264//small GTPase mediated signal transduction;GO:1905391//regulation of protein localization to cell division site involved in cell separation after cytokinesis;GO:0035023//regulation of Rho protein signal transduction;GO:0000917//division septum assembly;GO:0016192//vesicle-mediated transportK20705//dynamin-binding proteinNP_595845.1//RhoGEF Gef3 [Schizosaccharomyces pombe 972h-]RhoGEF Gef3 (gef3), mRNA
2540678 NM_001021716.310.88 10.8 13.68 pmc1 GO:0070847//core mediator complex;GO:0005634//nucleus;GO:0016592//mediator complex;GO:0005829//cytosolGO:0001104//RNA polymerase II transcription cofactor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006366//transcription from RNA polymerase II promoterK15156//mediator of RNA polymerase II transcription subunit 14NP_595813.2//mediator complex subunit Pmc1 [Schizosaccharomyces pombe 972h-]mediator complex subunit Pmc1 (pmc1), mRNA

NR_150011.1 NR_150011.1 3.04 3.33 11.96 NA NA NA NA NA ORY24421.1//hypothetical protein LY90DRAFT_630457, partial [Neocallimastix californiae]intergenic RNA (predicted) (SPNCRNA.1157), miscRNA
14217906 NM_001355962.110.75 17.41 5.89 SPAC11D3.19GO:0016021//integral component of membraneNA NA NA XP_004001762.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC11D3.19), mRNA
2540352 NM_001022603.210.2 9.74 4.53 csn1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0008180//COP9 signalosome;GO:0042597//periplasmic spaceGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0019784//NEDD8-specific protease activityGO:0090054//regulation of chromatin silencing at silent mating-type cassette;GO:0000338//protein deneddylation;GO:0006974//cellular response to DNA damage stimulus;GO:0090052//regulation of chromatin silencing at centromereK12175//COP9 signalosome complex subunit 1NP_596680.1//COP9/signalosome complex subunit Csn1 [Schizosaccharomyces pombe 972h-]COP9/signalosome complex subunit Csn1 (csn1), mRNA
2543609 NM_001018300.27.37 11.54 50.41 gyp7 GO:0012505//endomembrane system;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellularGO:0017137//Rab GTPase binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0090630//activation of GTPase activity;GO:0031338//regulation of vesicle fusion;GO:0016192//vesicle-mediated transportK20168//TBC1 domain family member 15NP_592900.1//GTPase activating protein Gyp7 (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase-activating protein Gyp7 (gyp7), mRNA
2539527 NM_001023141.27.53 7.49 4.29 pof3 GO:0005634//nucleus;GO:0000151//ubiquitin ligase complex;GO:0043234//protein complex;GO:0005739//mitochondrionGO:0030674//protein binding, bridgingGO:1903464//negative regulation of mitotic cell cycle DNA replication;GO:2000060//positive regulation of protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0006355//regulation of transcription, DNA-templated;GO:0031146//SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0006351//transcription, DNA-templated;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0000723//telomere maintenanceK15069 NP_588152.1//F-box protein Pof3 [Schizosaccharomyces pombe 972h-]F-box protein Pof3 (pof3), mRNA

NR_151289.1 NR_151289.1 3.36 4.15 17.71 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0019702//protein-arginine N5-methyltransferase activity;GO:0016274//protein-arginine N-methyltransferase activityGO:0042254//ribosome biogenesis;GO:0046498//S-adenosylhomocysteine metabolic process;GO:0046500//S-adenosylmethionine metabolic process;GO:0018216//peptidyl-arginine methylationK18477//type IV protein arginine methyltransferase [EC:2.1.1.322]NP_594160.2//N-methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.902), miscRNA
NR_150595.1 NR_150595.1 10.87 11.8 6.04 NA GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0005534//galactose binding;GO:0004335//galactokinase activityGO:0033499//galactose catabolic process via UDP-galactose;GO:0006012//galactose metabolic processK00849//galactokinase [EC:2.7.1.6]NP_596859.1//galactokinase Gal1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1697), miscRNA
NR_150909.1 NR_150909.1 6.25 5.52 0.17 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.534), miscRNA

2539424 NM_001023181.210.67 11.92 0.16 jmj4 GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0032452//histone demethylase activityGO:0006338//chromatin remodeling;GO:0051321//meiotic cell cycleK19219//jumonji domain-containing protein 7NP_588191.1//Jmj4 protein (predicted) [Schizosaccharomyces pombe 972h-]putative protein Jmj4 (jmj4), mRNA
2542934 NM_001018655.112.35 12.05 58.72 mug94 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_593258.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug94 (mug94), partial mRNA
2540263 NM_001021503.220.04 25.21 11.52 nep2 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0004175//endopeptidase activity;GO:0019784//NEDD8-specific protease activityGO:0000338//protein deneddylation;GO:0006508//proteolysis;GO:0051321//meiotic cell cycleK08597//sentrin-specific protease 8 [EC:3.4.22.68]NP_595608.1//NEDD8 protease Nep2 [Schizosaccharomyces pombe 972h-]NEDD8 protease Nep2 (nep2), mRNA
2540728 NM_001021265.212.33 13.08 4.41 swi1 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0044732//mitotic spindle pole body;GO:0000790//nuclear chromatin;GO:0000228//nuclear chromosome;GO:0031298//replication fork protection complex;GO:0005730//nucleolus;GO:0005829//cytosol;GO:1990421//subtelomeric heterochromatinGO:0003677//DNA binding;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0007095//mitotic G2 DNA damage checkpoint;GO:1904291//positive regulation of mitotic DNA damage checkpoint;GO:0031573//intra-S DNA damage checkpoint;GO:0045950//negative regulation of mitotic recombination;GO:0043111//replication fork arrest;GO:0045739//positive regulation of DNA repair;GO:0006974//cellular response to DNA damage stimulus;GO:1990853//histone H2A SQE motif phosphorylation;GO:0070198//protein localization to chromosome, telomeric region;GO:0006975//DNA damage induced protein phosphorylation;GO:0006281//DNA repair;GO:1904514//positive regulation of initiation of premeiotic DNA replication;GO:0048478//replication fork protection;GO:0033314//mitotic DNA replication checkpoint;GO:0071897//DNA biosynthetic process;GO:0031297//replication fork processing;GO:0000723//telomere maintenance;GO:0007534//gene conversion at mating-type locusK06640//serine/threonine-protein kinase ATR [EC:2.7.11.1];K10997CAA70297.1//RAD3 [Schizosaccharomyces pombe]replication fork protection complex subunit Swi1 (swi1), mRNA
2543288 NM_001356059.12.85 2.39 9.53 SPAC6C3.03cGO:0005739//mitochondrionNA NA NA NP_593717.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC6C3.03c), mRNA
2541518 NM_001018339.218.34 25.19 11.4 ste7 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0051447//negative regulation of meiotic cell cycle;GO:0051321//meiotic cell cycle;GO:0031139//positive regulation of conjugation with cellular fusion;GO:0009966//regulation of signal transduction;GO:0000746//conjugationK19849;K01183//chitinase [EC:3.2.1.14]NP_592938.1//meiotic suppressor protein Ste7 [Schizosaccharomyces pombe 972h-]meiotic suppressor protein Ste7 (ste7), mRNA

NR_150354.1 NR_150354.1 6.46 6.43 10.91 NA GO:0005634//nucleus;GO:0005816//spindle pole body;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA bindingGO:0051321//meiotic cell cycleNA NP_595755.1//RNA-binding protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1469), miscRNA
NR_150311.1 NR_150311.1 5.87 4.74 3.29 NA GO:0005739//mitochondrionGO:0050660//flavin adenine dinucleotide bindingGO:0002098//tRNA wobble uridine modification;GO:0070899//mitochondrial tRNA wobble uridine modification;GO:0032543//mitochondrial translation;GO:0030488//tRNA methylationK03495//tRNA uridine 5-carboxymethylaminomethyl modification enzymeNP_595531.1//mitochondrial GIDA family tRNA uridine 5-carboxymethylaminomethyl modification enzyme (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1429), miscRNA

2542705 NM_001020066.28.29 7.14 3.05 SPAC12B10.06cGO:0005759//mitochondrial matrix;GO:0005739//mitochondrionNA GO:0006099//tricarboxylic acid cycle;GO:0006121//mitochondrial electron transport, succinate to ubiquinone;GO:0034553//mitochondrial respiratory chain complex II assembly;GO:0018293//protein-FAD linkageK18168//succinate dehydrogenase assembly factor 2NP_594638.1//succinate dehydrogenase subunit Emi5 (predicted) [Schizosaccharomyces pombe 972h-]putative succinate dehydrogenase subunit Emi5 (SPAC12B10.06c), mRNA
2541293 NM_001021652.216.04 17.27 29.83 cdc37 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0051082//unfolded protein binding;GO:0031072//heat shock protein binding;GO:0051087//chaperone binding;GO:0019901//protein kinase bindingGO:0006457//protein folding;GO:0051301//cell division;GO:0050821//protein stabilization;GO:0007049//cell cycle;GO:0061077//chaperone-mediated protein foldingK09554//cell division cycle protein 37NP_595752.1//Hsp90 co-chaperone Cdc37 [Schizosaccharomyces pombe 972h-]Hsp90 co-chaperone Cdc37 (cdc37), mRNA

NR_150999.1 NR_150999.1 6.44 5.39 1.97 NA GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0032153//cell division site;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0008080//N-acetyltransferase activity;GO:0009982//pseudouridine synthase activityGO:0042493//response to drug;GO:0031119//tRNA pseudouridine synthesis;GO:0000455//enzyme-directed rRNA pseudouridine synthesis;GO:0001522//pseudouridine synthesisK15454;K14655NP_592880.2//N-acetyltransferase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.636), miscRNA
NR_149929.1 NR_149929.1 28.39 34.38 44 NA GO:0030127//COPII vesicle coat;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membraneNA GO:0006886//intracellular protein transport;GO:0006901//vesicle coating;GO:0048208//COPII vesicle coating;GO:0006914//autophagy;GO:0015031//protein transport;GO:0016192//vesicle-mediated transportK20353//COPII coat assembly protein SEC16NP_594985.1//multidomain vesicle coat component Sec16 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1082), miscRNA

2539579 NM_001022854.210.97 8.74 7.97 tdp1 GO:0005634//nucleusGO:0003697//single-stranded DNA binding;GO:0004527//exonuclease activity;GO:0008081//phosphoric diester hydrolase activity;GO:0017005//3'-tyrosyl-DNA phosphodiesterase activity;GO:0003690//double-stranded DNA bindingGO:0006302//double-strand break repair;GO:0006281//DNA repair;GO:0000012//single strand break repairK10862//tyrosyl-DNA phosphodiesterase 1 [EC:3.1.4.-]NP_587861.1//tyrosyl-DNA phosphodiesterase Tdp1 [Schizosaccharomyces pombe 972h-]tyrosyl-DNA phosphodiesterase Tdp1 (tdp1), mRNA
2539297 NM_001355869.16.14 7.54 5.71 SPCC794.15 GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_587761.1//hypothetical protein SPCC794.15 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC794.15), partial mRNA
2541939 NM_001018575.215.13 14.44 1.45 tht2 GO:0005634//nucleus;GO:0005829//cytosolGO:0016279//protein-lysine N-methyltransferase activity;GO:0008168//methyltransferase activityGO:0007059//chromosome segregation;GO:0051321//meiotic cell cycle;GO:0000742//karyogamy involved in conjugation with cellular fusion;GO:2000765//regulation of cytoplasmic translationK21804//protein N-lysine methyltransferase METTL21A [EC:2.1.1.-]NP_593178.1//methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]protein mug22 (tht2), mRNA
2541704 NM_001020287.213.88 11.01 4.75 atl1 GO:0005634//nucleus;GO:0005829//cytosolGO:0003684//damaged DNA binding;GO:0032132//O6-alkylguanine-DNA binding;GO:0016740//transferase activity;GO:0003824//catalytic activityGO:0006307//DNA dealkylation involved in DNA repair;GO:0006281//DNA repairK07443 NP_594858.1//alkyltransferase-like protein Atl1 [Schizosaccharomyces pombe 972h-]alkyltransferase-like protein Atl1 (atl1), mRNA
2542697 NM_001020414.210.57 11.14 94.83 SPAC29B12.05cGO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0036009//protein-glutamine N-methyltransferase activity;GO:0008276//protein methyltransferase activity;GO:0003676//nucleic acid bindingGO:0070126//mitochondrial translational terminationNA NP_594983.1//mitochondrial S-adenosylmethionine-dependent methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative S-adenosylmethionine-dependent methyltransferase (SPAC29B12.05c), mRNA
2540683 NM_001021878.214.65 14.84 15.02 SPBC19G7.04GO:0005634//nucleus;GO:0005819//spindle;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0008233//peptidase activityGO:0080111//DNA demethylation;GO:0036297//interstrand cross-link repairK05767//Ras GTPase-activating-like protein IQGAP2/3;K02983//small subunit ribosomal protein S30eNP_595970.1//HMG box protein [Schizosaccharomyces pombe 972h-]HMG box protein (SPBC19G7.04), mRNA
2539803 NM_001020973.213.51 12.99 3.97 SPBC1683.11cGO:0005759//mitochondrial matrix;GO:0005829//cytosolGO:0046421//methylisocitrate lyase activity;GO:0004451//isocitrate lyase activityGO:0019752//carboxylic acid metabolic process;GO:0006567//threonine catabolic processK01637//isocitrate lyase [EC:4.1.3.1]NP_595067.1//isocitrate lyase (predicted) [Schizosaccharomyces pombe 972h-]putative isocitrate lyase (SPBC1683.11c), mRNA
2539071 NM_001023121.210.64 8.91 22.13 SPCC1322.03GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membraneGO:0005262//calcium channel activityGO:0098703//calcium ion import across plasma membraneNA NP_588131.1//TRP-like ion channel (predicted) [Schizosaccharomyces pombe 972h-]putative TRP-like ion channel protein (SPCC1322.03), mRNA

NR_149953.1 NR_149953.1 8.06 10.38 7.43 NA GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005737//cytoplasmGO:0046872//metal ion bindingGO:0000055//ribosomal large subunit export from nucleus;GO:0006611//protein export from nucleus;GO:0016074//snoRNA metabolic process;GO:0015031//protein transportK15262//protein BCP1NP_587695.1//snoRNA biogenesis protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1104), miscRNA
2540579 NM_001021655.210.32 11.82 5.49 SPBC28E12.02GO:0005634//nucleus;GO:0005816//spindle pole body;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA bindingGO:0051321//meiotic cell cycleNA NP_595755.1//RNA-binding protein [Schizosaccharomyces pombe 972h-]RNA-binding protein (SPBC28E12.02), partial mRNA
2540842 NM_001022638.211.3 11.18 4.45 utp20 GO:0005634//nucleus;GO:0030686//90S preribosome;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0030688//preribosome, small subunit precursorGO:0030515//snoRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingK14772//U3 small nucleolar RNA-associated protein 20NP_596713.1//U3 snoRNP protein Utp20 (predicted) [Schizosaccharomyces pombe 972h-]putative U3 snoRNP protein Utp20 (utp20), mRNA

NR_150800.1 NR_150800.1 5.15 4.39 60.56 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.403), miscRNA
14217571 NM_001355992.15.47 3.97 7.01 SPBC36.13 GO:0016021//integral component of membraneNA NA NA XP_004001701.1//hypothetical protein SPBC36.13 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC36.13), mRNA
2539343 NM_001023454.29.28 10.46 7.07 SPCC1620.05GO:0071782//endoplasmic reticulum tubular network;GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0044732//mitotic spindle pole body;GO:0005635//nuclear envelope;GO:0005777//peroxisome;GO:0032153//cell division site;GO:0000139//Golgi membrane;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0005968//Rab-protein geranylgeranyltransferase complex;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0046872//metal ion binding;GO:0008318//protein prenyltransferase activity;GO:0017137//Rab GTPase binding;GO:0004663//Rab geranylgeranyltransferase activityGO:0006612//protein targeting to membrane;GO:0072659//protein localization to plasma membrane;GO:1990809//endoplasmic reticulum tubular network membrane organization;GO:0018344//protein geranylgeranylation;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0071786//endoplasmic reticulum tubular network organizationK14050//geranylgeranyl transferase type-2 subunit alpha [EC:2.5.1.60];K00948//ribose-phosphate pyrophosphokinase [EC:2.7.6.1]NP_588463.1//Rab geranylgeranyltransferase alpha subunit (predicted) [Schizosaccharomyces pombe 972h-]putative Rab geranylgeranyltransferase alpha subunit (SPCC1620.05), mRNA

NR_150351.1 NR_150351.1 8.18 6.64 8.79 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1466), miscRNA
NR_151184.1 NR_151184.1 5.72 5.94 6.42 NA GO:0005634//nucleus;GO:0005635//nuclear envelopeNA NA NA NP_593676.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.806), miscRNA
NR_150719.1 NR_150719.1 5.22 16.61 158.82 NA NA NA NA NA P0CU23.1//RecName: Full=Uncharacterized protein SPAPB1A11.06non-coding RNA, poly(A)-bearing (predicted) (prl31), miscRNA

2541588 NM_001018712.27.62 9.09 13.34 SPAC1565.03NA NA NA NA NP_593282.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1565.03), mRNA
14218018 NM_001019598.1 8 5.93 12.83 SPAC959.06cGO:0016021//integral component of membraneGO:0016853//isomerase activity;GO:0003824//catalytic activityNA NA NP_594173.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC959.06c), partial mRNA
2538930 NM_001023205.27.14 6.87 3.26 dcr1 GO:0016020//membrane;GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0005719//nuclear euchromatin;GO:0016442//RISC complex;GO:0031618//nuclear pericentric heterochromatin;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0034507//chromosome, centromeric outer repeat regionGO:0004525//ribonuclease III activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:1990188//euchromatin binding;GO:0003725//double-stranded RNA binding;GO:0003690//double-stranded DNA binding;GO:0008270//zinc ion binding;GO:0005525//GTP binding;GO:0004540//ribonuclease activityGO:0006396//RNA processing;GO:1904595//positive regulation of termination of RNA polymerase II transcription;GO:0031048//chromatin silencing by small RNA;GO:0007059//chromosome segregation;GO:0035389//establishment of chromatin silencing at silent mating-type cassette;GO:0070583//spore membrane bending pathway;GO:0010629//negative regulation of gene expression;GO:0070868//heterochromatin organization involved in chromatin silencing;GO:0030422//production of siRNA involved in RNA interference;GO:0051570//regulation of histone H3-K9 methylation;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0034613//cellular protein localization;GO:0007049//cell cycle;GO:0033562//co-transcriptional gene silencing by RNA interference machinery;GO:0090052//regulation of chromatin silencing at centromereK11592//endoribonuclease Dicer [EC:3.1.26.-];K16948NP_588215.2//dicer [Schizosaccharomyces pombe 972h-]dicer (dcr1), mRNA

NR_150633.1 NR_150633.1 8.82 10.5 9.59 NA NA NA NA NA NA telomerase RNA (ter1), miscRNA
NR_149963.1 NR_149963.1 7.7 7.03 9.59 NA GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0022857//transmembrane transporter activityGO:0006810//transportK15287//solute carrier family 35, member F1/2NP_587721.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1113), miscRNA
NR_151182.1 NR_151182.1 6.77 9.07 6.72 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0034274//Atg12-Atg5-Atg16 complex;GO:0034045//phagophore assembly site membraneGO:0031386//protein tag;GO:0019776//Atg8 ligase activityGO:0006501//C-terminal protein lipidation;GO:0044804//autophagy of nucleus;GO:0006914//autophagy;GO:0015031//protein transport;GO:0000045//autophagosome assembly;GO:0016236//macroautophagy;GO:0000422//autophagy of mitochondrionK08336//ubiquitin-like protein ATG12NP_593661.1//autophagy associated ubiquitin-like modifier Atg12 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.804), miscRNA

14218030 NM_001356142.110.87 11.56 5.95 SPAPB15E9.06GO:0016021//integral component of membraneNA NA NA XP_004001790.1//hypothetical protein SPAPB15E9.06 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB15E9.06), mRNA
2539221 NM_001022742.428.32 23.13 7.95 SPCC1529.01GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0005215//transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK11230;K08157;K12604//CCR4-NOT transcription complex subunit 1NP_587748.2//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPCC1529.01), mRNA
2540413 NM_001355807.1 8.8 7.27 4.59 spn7 GO:0016020//membrane;GO:0005634//nucleus;GO:0005829//cytosolGO:0008289//lipid binding;GO:0005525//GTP bindingGO:0070583//spore membrane bending pathwayK16945 XP_001713143.1//septin Spn7 [Schizosaccharomyces pombe 972h-]septin Spn7 (spn7), mRNA
2543578 NM_001018785.213.58 7.04 10.71 thi9 GO:0032178//medial membrane band;GO:0005783//endoplasmic reticulum;GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0015179//L-amino acid transmembrane transporter activity;GO:0015297//antiporter activity;GO:0015171//amino acid transmembrane transporter activity;GO:0015234//thiamine transmembrane transporter activityGO:0071934//thiamine transmembrane transportK19564;K09885;K03243//translation initiation factor 5BNP_593353.1//thiamine transporter Thi9 [Schizosaccharomyces pombe 972h-]thiamine transporter Thi9 (thi9), mRNA

NR_150146.1 NR_150146.1 7.91 10.46 4.63 NA GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0035673//oligopeptide transmembrane transporter activityGO:0055085//transmembrane transport;GO:0015031//protein transportNA NP_588512.2//OPT oligopeptide transporter family protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1279), miscRNA
NR_150217.1 NR_150217.1 7.03 7.18 8.63 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1343), miscRNA
NR_150517.1 NR_150517.1 11.52 10.9 9.52 NA NA NA NA NA NA antisense RNA (predicted), possible alternative UTR (SPNCRNA.1623), miscRNA

5802974 NM_001356196.1 0 11.18 12.01 sfc7 GO:0000127//transcription factor TFIIIC complexGO:0003677//DNA bindingGO:0006359//regulation of transcription from RNA polymerase III promoter;GO:0006383//transcription from RNA polymerase III promoterNA XP_001713116.1//TFIIIC subunit Sfc7 (predicted) [Schizosaccharomyces pombe 972h-]putative TFIIIC subunit Sfc7 (sfc7), partial mRNA
NR_151272.1 NR_151272.1 3.53 3.85 8.77 NA GO:0030875//rDNA protrusion;GO:0005634//nucleus;GO:0033557//Slx1-Slx4 complex;GO:0030874//nucleolar chromatinGO:0017108//5'-flap endonuclease activityGO:0006281//DNA repair;GO:0000712//resolution of meiotic recombination intermediates;GO:0000727//double-strand break repair via break-induced replication;GO:0006260//DNA replication;GO:0000706//meiotic DNA double-strand break processing;GO:0043007//maintenance of rDNA;GO:0031297//replication fork processing;GO:0036297//interstrand cross-link repair;GO:1902969//mitotic DNA replicationNA NP_594064.1//structure-specific endonuclease subunit [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.887), miscRNA
NR_150444.1 NR_150444.1 0.47 3.87 0 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1554), miscRNA

2539771 NM_001022544.38.45 7.05 5.74 tti2 GO:0005634//nucleus;GO:0070209//ASTRA complex;GO:0005829//cytosolGO:0003723//RNA binding;GO:0016779//nucleotidyltransferase activityGO:0006396//RNA processing;GO:0006338//chromatin remodelingNA NP_596623.3//Tel2 interacting protein Tti2, predicted ASTRA complex subunit [Schizosaccharomyces pombe 972h-]Tel2-interacting protein Tti2 (tti2), partial mRNA
NR_150934.1 NR_150934.1 30.28 25.67 32.36 NA GO:0005759//mitochondrial matrix;GO:0005761//mitochondrial ribosome;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0043022//ribosome binding;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0006412//translation;GO:0070131//positive regulation of mitochondrial translation;GO:0045727//positive regulation of translationK21594//translation factor GUF1, mitochondrial [EC:3.6.5.-]NP_594788.2//mitochondrial GTPase involved in translation Guf1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.564), miscRNA

2541326 NM_001021285.210.15 8.48 3.04 sgo1 GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0000778//condensed nuclear chromosome kinetochore;GO:0000775//chromosome, centromeric regionNA GO:0045144//meiotic sister chromatid segregation;GO:0051177//meiotic sister chromatid cohesion;GO:1990813//meiotic centromeric cohesion protection;GO:0045143//homologous chromosome segregation;GO:0051301//cell divisionK11582 NP_595378.1//inner centromere protein, shugoshin, Sgo1 [Schizosaccharomyces pombe 972h-]shugoshin Sgo1 (sgo1), partial mRNA
2540783 NM_001355806.18.43 8.68 6.68 SPBC21.03c GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA NA K17491//protein phosphatase 4 regulatory subunit 3NP_596336.1//TLDc domain protein 2 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC21.03c), mRNA
2538692 NM_001023230.29.25 8.9 15.56 wtf13 GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0075297//negative regulation of ascospore formationNA NP_588240.1//wtf element Wtf13 [Schizosaccharomyces pombe 972h-]wtf element Wtf13 (wtf13), mRNA
2543071 NM_001019038.210.35 9.77 11.58 pit1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0010468//regulation of gene expression;GO:0030437//ascospore formation;GO:0035556//intracellular signal transductionK12765 NP_593607.1//serine/threonine protein kinase, meiotic Pit1 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Pit1 (pit1), mRNA
2543499 NM_001019422.215.93 20 9.68 agl1 GO:0005576//extracellular regionGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0030246//carbohydrate binding;GO:0044654//starch alpha-glucosidase activity;GO:0032450//maltose alpha-glucosidase activity;GO:0004558//alpha-1,4-glucosidase activityGO:0005975//carbohydrate metabolic process;GO:0000025//maltose catabolic processK01187//alpha-glucosidase [EC:3.2.1.20]NP_593996.1//alpha-glucosidase Agl1 [Schizosaccharomyces pombe 972h-]alpha-glucosidase Agl1 (agl1), mRNA

NR_151138.1 NR_151138.1 3.11 3.71 9.47 NA GO:0005634//nucleus;GO:0000790//nuclear chromatinGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:1903931//positive regulation of pyrimidine-containing compound salvage;GO:0061414//positive regulation of transcription from RNA polymerase II promoter by a nonfermentable carbon sourceNA NP_593509.1//transcription factor, zf-fungal binuclear cluster type (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.764), miscRNA
NR_151162.1 NR_151162.1 7.48 5.48 3.44 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.786), miscRNA

2542991 NM_001018202.212.4 13.66 15.32 mfs2 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK08158;K08157NP_592802.1//MFS family membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative MFS family membrane transporter (mfs2), mRNA
2540433 NM_001022145.28.07 5.72 10.87 rep1 GO:0005634//nucleusGO:0001190//transcriptional activator activity, RNA polymerase II transcription factor binding;GO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0003676//nucleic acid bindingGO:0051091//positive regulation of DNA binding transcription factor activity;GO:0010672//regulation of transcription from RNA polymerase II promoter involved in meiotic cell cycle;GO:0072691//initiation of premeiotic DNA replicationNA NP_596225.1//MBF transcription factor complex subunit Rep1 [Schizosaccharomyces pombe 972h-]MBF transcription factor complex subunit Rep1 (rep1), mRNA
2542676 NM_001020313.210.32 13.72 57.25 SPAC26F1.11NA NA NA NA NP_594884.1//hypothetical protein SPAC26F1.11 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC26F1.11), mRNA
2543003 NM_001020068.27.97 8.51 5.83 SPAC12B10.08cGO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0016879//ligase activity, forming carbon-nitrogen bonds;GO:0032267//tRNA(Ile)-lysidine synthase activity;GO:0005524//ATP binding;GO:0000095//S-adenosyl-L-methionine transmembrane transporter activityGO:0002127//tRNA wobble base cytosine methylation;GO:0032543//mitochondrial translation;GO:1990543//mitochondrial S-adenosyl-L-methionine transmembrane transport;GO:0008033//tRNA processing;GO:0006839//mitochondrial transportK15361//WD repeat-containing protein 48;K15111//solute carrier family 25 (mitochondrial S-adenosylmethionine transporter), member 26NP_594640.1//mitochondrial tRNA(Ile)-lysidine synthetase family (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA(Ile)-lysidine synthetase family protein (SPAC12B10.08c), mRNA

NR_150602.1 NR_150602.1 7.29 5.55 8.45 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.178), miscRNA
NR_150369.1 NR_150369.1 4.56 4.05 107.23 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1482), miscRNA

2539521 NM_001022769.315.18 13.69 15.17 wtf7 GO:0016021//integral component of membraneNA GO:0075297//negative regulation of ascospore formationNA NP_587776.3//wtf element Wtf7 [Schizosaccharomyces pombe 972h-]wtf element Wtf7 (wtf7), mRNA
NR_151267.1 NR_151267.1 5.21 5.91 2.83 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.882), miscRNA
NR_149916.1 NR_149916.1 10.31 12.1 1.29 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0042393//histone binding;GO:0016706//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;GO:0031418//L-ascorbic acid binding;GO:0008198//ferrous iron bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006105//succinate metabolic process;GO:0061418//regulation of transcription from RNA polymerase II promoter in response to hypoxia;GO:0018126//protein hydroxylationNA NP_594941.1//2 OG-Fe(II) oxygenase superfamily protein Ofd2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1070), miscRNA

2542767 NM_001018716.210.72 10.93 17.2 SPAC1565.07cGO:0005634//nucleus;GO:0031461//cullin-RING ubiquitin ligase complexNA GO:2000434//regulation of protein neddylation;GO:0010265//SCF complex assembly;GO:0016567//protein ubiquitinationK17263//cullin-associated NEDD8-dissociated protein 1NP_593286.1//cullin-associated NEDD8-dissociated protein 1 [Schizosaccharomyces pombe 972h-]cullin-associated NEDD8-dissociated protein 1 (SPAC1565.07c), mRNA
2538733 NM_001023259.219.14 20.06 76.35 SPCC663.08cGO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityNA K17644 NP_588269.1//short chain dehydrogenase [Schizosaccharomyces pombe 972h-]short chain dehydrogenase (SPCC663.08c), mRNA
2541101 NM_001022234.212.54 10.22 4.87 ptn1 GO:0005829//cytosol;GO:0031410//cytoplasmic vesicle;GO:0005739//mitochondrionGO:0008138//protein tyrosine/serine/threonine phosphatase activity;GO:0016314//phosphatidylinositol-3,4,5-trisphosphate 3-phosphatase activity;GO:0004725//protein tyrosine phosphatase activityGO:0007165//signal transduction;GO:0046488//phosphatidylinositol metabolic process;GO:0009992//cellular water homeostasisK01110//phosphatidylinositol-3,4,5-trisphosphate 3-phosphatase and dual-specificity protein phosphatase PTEN [EC:3.1.3.16 3.1.3.48 3.1.3.67]NP_596312.1//phosphatidylinositol-3,4,5-trisphosphate3-phosphatase Ptn1 [Schizosaccharomyces pombe 972h-]phosphatidylinositol-3,4,5-trisphosphate3-phosphatase Ptn1 (ptn1), mRNA

NR_151314.1 NR_151314.1 12.06 14.57 23.94 NA GO:0071944//cell periphery;GO:0005886//plasma membrane;GO:0032153//cell division siteNA GO:0051321//meiotic cell cycleK19851 NP_594275.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.925), miscRNA
2539778 NM_001355796.115.67 13.89 23.15 klp9 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005874//microtubule;GO:0005816//spindle pole body;GO:1990023//mitotic spindle midzone;GO:1990295//post-anaphase microtubule array;GO:0005737//cytoplasm;GO:0005871//kinesin complexGO:1990939//ATP-dependent microtubule motor activity;GO:0005524//ATP binding;GO:0003777//microtubule motor activity;GO:0008017//microtubule binding;GO:0016887//ATPase activityGO:0007018//microtubule-based movement;GO:1905121//microtubule sliding involved in mitotic spindle elongation;GO:0098783//correction of merotelic kinetochore attachment, mitoticK18703//succinate---hydroxymethylglutarate CoA-transferase [EC:2.8.3.13];K10402//kinesin family member 20;K17387//kinesin family member 23XP_001713140.1//kinesin-like protein Klp9 [Schizosaccharomyces pombe 972h-]kinesin-like protein Klp9 (klp9), mRNA

NR_151075.1 NR_151075.1 6.34 4.93 2.41 NA GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0009013//succinate-semialdehyde dehydrogenase [NAD(P)+] activity;GO:0004777//succinate-semialdehyde dehydrogenase (NAD+) activity;GO:0051287//NAD binding;GO:0016491//oxidoreductase activityGO:0006540//glutamate decarboxylation to succinate;GO:0006538//glutamate catabolic process;GO:0009450//gamma-aminobutyric acid catabolic processK00135 NP_593172.1//succinate-semialdehyde dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.706), miscRNA
3361149 NM_001355948.110.87 10.31 9.93 wtf25 GO:0031965//nuclear membrane;GO:0005635//nuclear envelope;GO:0016021//integral component of membraneNA GO:0075297//negative regulation of ascospore formationNA XP_004001756.1//wtf element [Schizosaccharomyces pombe 972h-]wtf element (wtf25), mRNA

NR_150074.1 NR_150074.1 9.02 6.65 17.37 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityNA K17644 NP_588269.1//short chain dehydrogenase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1213), miscRNA
NR_150876.1 NR_150876.1 2.26 1.46 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.498), miscRNA

2539050 NM_001023194.28.28 8.35 3.97 rik1 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0005816//spindle pole body;GO:0043494//CLRC ubiquitin ligase complex;GO:0070912//Ddb1-Ckn1 complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0035861//site of double-strand break;GO:0005730//nucleolus;GO:0070913//Ddb1-Wdr21 complex;GO:0005829//cytosol;GO:0034507//chromosome, centromeric outer repeat regionGO:0003677//DNA binding;GO:0003684//damaged DNA binding;GO:0032403//protein complex binding;GO:0003676//nucleic acid bindingGO:0090054//regulation of chromatin silencing at silent mating-type cassette;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0006281//DNA repair;GO:0006283//transcription-coupled nucleotide-excision repair;GO:0006351//transcription, DNA-templated;GO:0035391//maintenance of chromatin silencing at silent mating-type cassette;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0006348//chromatin silencing at telomere;GO:0006289//nucleotide-excision repair;GO:0030702//chromatin silencing at centromere;GO:0007535//donor selection;GO:0045141//meiotic telomere clustering;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0016569//covalent chromatin modification;GO:0051572//negative regulation of histone H3-K4 methylation;GO:0034613//cellular protein localization;GO:0090052//regulation of chromatin silencing at centromereK10610//DNA damage-binding protein 1NP_588204.1//silencing protein Rik1 [Schizosaccharomyces pombe 972h-]silencing protein Rik1 (rik1), mRNA
NR_150496.1 NR_150496.1 7.82 8.08 2.12 NA GO:0009277//fungal-type cell wall;GO:0009986//cell surface;GO:0005576//extracellular regionGO:0008422//beta-glucosidase activityGO:0000272//polysaccharide catabolic process;GO:0031505//fungal-type cell wall organizationK01238 NP_596446.1//beta-glucosidase Psu2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1601), miscRNA
NR_150145.1 NR_150145.1 21.96 20.07 9.02 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1278), miscRNA

2540035 NM_001023804.28.73 8.83 8.1 SPBC16A3.06GO:0005634//nucleus;GO:0005829//cytosolGO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0004000//adenosine deaminase activity;GO:0043829//tRNA-specific adenosine-37 deaminase activityGO:0006396//RNA processing;GO:0002100//tRNA wobble adenosine to inosine editingK15440//tRNA-specific adenosine deaminase 1 [EC:3.5.4.34]NP_596783.1//tRNA specific adenosine deaminase (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA specific adenosine deaminase (SPBC16A3.06), mRNA
NR_150433.1 NR_150433.1 12.68 11.88 15.41 NA GO:0071004//U2-type prespliceosome;GO:0005681//spliceosomal complex;GO:0000974//Prp19 complex;GO:0071014//post-mRNA release spliceosomal complex;GO:0071013//catalytic step 2 spliceosomeNA GO:0045292//mRNA cis splicing, via spliceosomeK12868//pre-mRNA-splicing factor SYF2NP_596100.1//splicing factor, SYF2 family (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1544), miscRNA
NR_151119.1 NR_151119.1 6.57 6.68 3.48 NA GO:0005739//mitochondrionGO:0061708//tRNA-5-taurinomethyluridine 2-sulfurtransferase;GO:0005524//ATP binding;GO:0000049//tRNA binding;GO:0106054//tRNA U34 thiol-transferase activityGO:0070903//mitochondrial tRNA thio-modification;GO:0002143//tRNA wobble position uridine thiolation;GO:1990799//mitochondrial tRNA wobble position uridine thiolationK21027//tRNA-5-taurinomethyluridine 2-sulfurtransferase [EC:2.8.1.14]NP_593402.1//tRNA (5-methylaminomethyl-2-thiouridylate)-methyltransferase [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.746), miscRNA

2540745 NM_001022518.215.82 12.16 8.06 spo4 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0000727//double-strand break repair via break-induced replication;GO:0006270//DNA replication initiation;GO:0008360//regulation of cell shape;GO:0031322//ascospore-type prospore-specific spindle pole body remodeling;GO:0018105//peptidyl-serine phosphorylation;GO:0051301//cell division;GO:0034504//protein localization to nucleus;GO:0007135//meiosis IIK02214//cell division control protein 7 [EC:2.7.11.1]NP_596598.1//serine/threonine protein kinase Spo4 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Spo4 (spo4), mRNA
3361401 NM_001020079.311.4 14.28 4.99 SPAC1093.03GO:0000329//fungal-type vacuole membrane;GO:0005829//cytosol;GO:0070772//PAS complexGO:0043813//phosphatidylinositol-3,5-bisphosphate 5-phosphatase activity;GO:0042578//phosphoric ester hydrolase activityGO:0046856//phosphatidylinositol dephosphorylationK00974//tRNA nucleotidyltransferase (CCA-adding enzyme) [EC:2.7.7.72 3.1.3.- 3.1.4.-];K21797//phosphatidylinositol 4-phosphatase [EC:3.1.3.-]NP_001018284.3//inositol polyphosphate phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative inositol polyphosphate phosphatase (SPAC1093.03), mRNA

NR_150419.1 NR_150419.1 6.1 5.73 6.11 NA GO:0030134//COPII-coated ER to Golgi transport vesicle;GO:0005783//endoplasmic reticulum;GO:0030173//integral component of Golgi membrane;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0033116//endoplasmic reticulum-Golgi intermediate compartment membrane;GO:0005737//cytoplasmNA GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK20366//endoplasmic reticulum-Golgi intermediate compartment protein 2NP_596065.1//COPII-coated vesicle component Erv41 (predicted) [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1531), miscRNA
2540955 NM_001022637.224.76 21.91 15.84 SPBC56F2.05cGO:0005634//nucleusGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK15198//transcription factor TFIIIB component B'';K01183//chitinase [EC:3.2.1.14]NP_596712.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPBC56F2.05c), mRNA
2539049 NM_001355917.1 8.4 8.9 8.54 SPCC11E10.09cGO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0005816//spindle pole body;GO:0043494//CLRC ubiquitin ligase complex;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0034507//chromosome, centromeric outer repeat regionGO:0003677//DNA binding;GO:0003684//damaged DNA binding;GO:0003676//nucleic acid bindingGO:0030466//chromatin silencing at silent mating-type cassette;GO:0006281//DNA repair;GO:0006351//transcription, DNA-templated;GO:0035391//maintenance of chromatin silencing at silent mating-type cassette;GO:0006348//chromatin silencing at telomere;GO:0006289//nucleotide-excision repair;GO:0030702//chromatin silencing at centromere;GO:0007535//donor selection;GO:0045141//meiotic telomere clustering;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0016569//covalent chromatin modification;GO:0051572//negative regulation of histone H3-K4 methylation;GO:0034613//cellular protein localizationK01176//alpha-amylase [EC:3.2.1.1]NP_588204.1//silencing protein Rik1 [Schizosaccharomyces pombe 972h-]putative alpha-amylase-like protein (SPCC11E10.09c), mRNA

NR_150483.1 NR_150483.1 7.53 8.6 13.88 NA GO:0005634//nucleus;GO:0005730//nucleolus;GO:0031429//box H/ACA snoRNP complexGO:0003723//RNA binding;GO:0034513//box H/ACA snoRNA bindingGO:0031120//snRNA pseudouridine synthesis;GO:0031118//rRNA pseudouridine synthesis;GO:0001522//pseudouridine synthesis;GO:0006364//rRNA processing;GO:0000454//snoRNA guided rRNA pseudouridine synthesisK11128//H/ACA ribonucleoprotein complex subunit 1NP_596365.1//snoRNP pseudouridylase box H/ACA snoRNP complex protein Gar1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1590), miscRNA
NR_151083.1 NR_151083.1 12.81 13.53 14.8 NA GO:0072686//mitotic spindle;GO:0032153//cell division siteGO:0003824//catalytic activity;GO:0016874//ligase activityGO:0008152//metabolic processNA XP_002174866.1//AMP binding enzyme [Schizosaccharomyces japonicus yFS275]antisense RNA (predicted) (SPNCRNA.713), miscRNA

2541477 NM_001018366.211.49 8.41 9.83 SPAC227.12 GO:0005829//cytosol;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0017070//U6 snRNA binding;GO:0030621//U4 snRNA bindingGO:0034247//snoRNA splicing;GO:0000398//mRNA splicing, via spliceosome;GO:0045292//mRNA cis splicing, via spliceosomeK12662//U4/U6 small nuclear ribonucleoprotein PRP4NP_592966.1//U4/U6 x U5 tri-snRNP complex subunit Prp4 family (predicted) [Schizosaccharomyces pombe 972h-]putative Prp4 family U4/U5/U6 small nuclear ribonucleoprotein complex subunit (SPAC227.12), mRNA
NR_150494.1 NR_150494.1 4.26 5.28 5.23 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.160), miscRNA

2543474 NM_001019597.39.88 10.24 13.56 SPAC959.05cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0016853//isomerase activity;GO:0003756//protein disulfide isomerase activityGO:0006457//protein folding;GO:0006595//polyamine metabolic process;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0034976//response to endoplasmic reticulum stress;GO:0006621//protein retention in ER lumen;GO:0045454//cell redox homeostasisK13996 NP_594172.4//protein disulfide isomerase (predicted) [Schizosaccharomyces pombe 972h-]putative protein disulfide isomerase (SPAC959.05c), partial mRNA
2542238 NM_001018591.24.52 5.72 27.12 SPAC1A6.11 NA NA NA NA NP_593195.1//hypothetical protein SPAC1A6.11 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1A6.11), mRNA

NR_150285.1 NR_150285.1 0 0 0 NA GO:0071004//U2-type prespliceosome;GO:0005634//nucleus;GO:0089701//U2AF;GO:0016607//nuclear speck;GO:0000243//commitment complexGO:0003723//RNA binding;GO:0003729//mRNA binding;GO:0008187//poly-pyrimidine tract binding;GO:0030628//pre-mRNA 3'-splice site bindingGO:0000348//mRNA branch site recognition;GO:0000245//spliceosomal complex assembly;GO:0045292//mRNA cis splicing, via spliceosomeK12837//splicing factor U2AF 65 kDa subunitBAA87289.1//splicing factor U2AF 59 kd subunit, partial [Schizosaccharomyces pombe]antisense RNA (predicted) (SPNCRNA.1405), miscRNA
NR_150399.1 NR_150399.1 4.72 8.11 139.58 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1511), miscRNA
NR_150322.1 NR_150322.1 5.95 6.7 9.78 NA GO:0005634//nucleus;GO:0005682//U5 snRNPNA GO:0000244//spliceosomal tri-snRNP complex assemblyK13099//CD2 antigen cytoplasmic tail-binding protein 2NP_595641.1//GYF domain-containing protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1439), miscRNA

2540146 NM_001021484.27.99 8.42 8.24 SPBC17A3.06GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008138//protein tyrosine/serine/threonine phosphatase activity;GO:0004725//protein tyrosine phosphatase activityGO:0000027//ribosomal large subunit assemblyK14819//dual specificity phosphatase 12 [EC:3.1.3.16 3.1.3.48]NP_595588.1//phosphoprotein phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoprotein phosphatase (SPBC17A3.06), partial mRNA
2541007 NM_001021668.26.29 6.18 29.21 SPBC3H7.08cGO:0016021//integral component of membrane;GO:0005739//mitochondrionNA NA NA NP_595767.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC3H7.08c), mRNA
2539723 NM_001022616.38.68 7.18 5.17 rev1 GO:0035861//site of double-strand break;GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005739//mitochondrionGO:0017125//deoxycytidyl transferase activity;GO:0046872//metal ion binding;GO:0003684//damaged DNA binding;GO:0016779//nucleotidyltransferase activityGO:0042276//error-prone translesion synthesis;GO:0070987//error-free translesion synthesis;GO:0006281//DNA repair;GO:0043504//mitochondrial DNA repairK03515//DNA repair protein REV1 [EC:2.7.7.-]NP_596693.2//deoxycytidyl transferase Rev1 (predicted) [Schizosaccharomyces pombe 972h-]putative deoxycytidyl transferase Rev1 (rev1), mRNA
2539166 NM_001023451.26.16 6.4 9.51 wtf23 GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0075297//negative regulation of ascospore formationNA NP_588460.1//wtf element Wtf23 [Schizosaccharomyces pombe 972h-]wtf element Wtf23 (wtf23), mRNA

NR_149837.1 NR_149837.1 12.44 11.63 5.12 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl10), miscRNA
2538933 NM_001023284.210.08 12.05 5.74 SPCC191.05cGO:0005634//nucleus;GO:0005829//cytosolGO:0070694//deoxyribonucleoside 5'-monophosphate N-glycosidase activity;GO:0050144//nucleoside deoxyribosyltransferase activityGO:0009159//deoxyribonucleoside monophosphate catabolic processNA NP_588294.1//nucleoside 2-deoxyribosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative nucleoside 2-deoxyribosyltransferase (SPCC191.05c), mRNA

NR_151212.1 NR_151212.1 14.66 16.2 11.32 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.831), miscRNA
2542061 NM_001019072.17.83 8.61 4.82 SPAC23C11.10GO:0005634//nucleus;GO:0005739//mitochondrionGO:1990838//poly(U)-specific exoribonuclease activity, producing 3' uridine cyclic phosphate endsGO:0034477//U6 snRNA 3'-end processing;GO:0006397//mRNA processing;GO:0008380//RNA splicingNA NP_593641.2//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC23C11.10), partial mRNA
2539282 NM_001023168.29.42 10.4 3.7 SPCC622.06cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_588179.1//hypothetical protein SPCC622.07 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC622.06c), mRNA

NR_149990.1 NR_149990.1 6.53 6.06 1.67 NA GO:0005634//nucleus;GO:0000922//spindle pole;GO:0044732//mitotic spindle pole body;GO:0005874//microtubule;GO:0000931//gamma-tubulin large complex;GO:0005816//spindle pole body;GO:0000775//chromosome, centromeric region;GO:0008275//gamma-tubulin small complex;GO:0000930//gamma-tubulin complex;GO:0055031//gamma-tubulin large complex, equatorial microtubule organizing center;GO:0008274//gamma-tubulin ring complex;GO:0097344//Rix1 complex;GO:0005720//nuclear heterochromatinGO:0043015//gamma-tubulin binding;GO:0005200//structural constituent of cytoskeletonGO:0090307//mitotic spindle assembly;GO:0051321//meiotic cell cycle;GO:0051301//cell division;GO:0051415//interphase microtubule nucleation by interphase microtubule organizing center;GO:0006351//transcription, DNA-templated;GO:0006364//rRNA processing;GO:0030702//chromatin silencing at centromere;GO:0031122//cytoplasmic microtubule organizationK14003//prolactin regulatory element-binding protein;K14828NP_587820.1//ribosome biogenesis protein Rix1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1138), miscRNA
NR_149946.1 NR_149946.1 8.51 9.33 9.85 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1099), miscRNA
NR_149888.1 NR_149888.1 10.48 10.11 11.98 NA GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_594860.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1045), miscRNA
NR_150509.1 NR_150509.1 9.06 8.52 3.1 NA GO:0005634//nucleusGO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0009982//pseudouridine synthase activityGO:0031119//tRNA pseudouridine synthesis;GO:0001522//pseudouridine synthesis;GO:1990481//mRNA pseudouridine synthesis;GO:0008033//tRNA processingK06173//tRNA pseudouridine38-40 synthase [EC:5.4.99.12]NP_596485.1//tRNA pseudouridine synthase Pus2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1615), miscRNA
NR_150461.1 NR_150461.1 7.62 6.24 11.96 NA GO:0005759//mitochondrial matrix;GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005739//mitochondrionGO:0008289//lipid binding;GO:0004672//protein kinase activity;GO:0016887//ATPase activityGO:0032194//ubiquinone biosynthetic process via 3,4-dihydroxy-5-polyprenylbenzoate;GO:0006744//ubiquinone biosynthetic process;GO:1901006//ubiquinone-6 biosynthetic process;GO:0046777//protein autophosphorylationK08869//aarF domain-containing kinaseNP_596237.1//ABC1 kinase family ubiquinone biosynthesis protein Abc1/Coq8 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1570), miscRNA

2540347 NM_001356215.17.74 7.2 3.79 eri1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0032296//double-stranded RNA-specific ribonuclease activity;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0000175//3'-5'-exoribonuclease activity;GO:0003676//nucleic acid bindingGO:0060906//negative regulation of chromatin silencing by small RNA;GO:0031047//gene silencing by RNA;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K17764;K18416//3'-5' exoribonuclease 1 [EC:3.1.-.-]XP_001713129.1//double-strand siRNA ribonuclease Eri1 [Schizosaccharomyces pombe 972h-]double-strand siRNA ribonuclease Eri1 (eri1), mRNA
NR_151380.1 NR_151380.1 3.8 4.44 13.04 NA GO:0005634//nucleusGO:0008143//poly(A) binding;GO:0003729//mRNA binding;GO:0001069//regulatory region RNA bindingGO:0045292//mRNA cis splicing, via spliceosomeK12893//splicing factor, arginine/serine-rich 4/5/6BAA13825.1//unnamed protein product, partial [Schizosaccharomyces pombe]antisense RNA (predicted), possible alternative UTR (SPNCRNA.986), miscRNA
NR_150037.1 NR_150037.1 5.14 4.01 0.17 NA GO:0005634//nucleus;GO:0071686//horsetail nucleus;GO:0000790//nuclear chromatin;GO:0034991//nuclear meiotic cohesin complexNA GO:0051177//meiotic sister chromatid cohesion;GO:0030999//linear element assembly;GO:0010789//meiotic sister chromatid cohesion involved in meiosis I;GO:0031619//homologous chromosome orientation involved in meiotic metaphase I plate congressionNA NP_588108.3//meiotic cohesin complex subunit Rec11 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1180), miscRNA
NR_151282.1 NR_151282.1 8.88 8.95 3.37 NA GO:0005770//late endosome;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0016491//oxidoreductase activityGO:0051321//meiotic cell cycle;GO:0042147//retrograde transport, endosome to GolgiK01228//mannosyl-oligosaccharide glucosidase [EC:3.2.1.106]NP_594103.1//FAD-dependent amino acid oxidase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.896), miscRNA

2543491 NM_001019910.214.25 10.25 3.78 SPAC683.02cGO:0005730//nucleolusGO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingNA K17578//zinc finger CCHC domain-containing protein 9NP_594481.1//zf-CCHC type zinc finger protein [Schizosaccharomyces pombe 972h-]zf-CCHC type zinc finger protein (SPAC683.02c), mRNA
NR_151322.1 NR_151322.1 5.68 11.23 14.2 NA GO:0005634//nucleus;GO:0000502//proteasome complex;GO:0005829//cytosolGO:0070628//proteasome binding;GO:0004866//endopeptidase inhibitor activityGO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016569//covalent chromatin modificationNA NP_594311.2//hypothetical protein SPAC15E1.10 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.932), miscRNA
NR_151136.1 NR_151136.1 7.24 7.8 2.83 NA GO:0005634//nucleus;GO:0005737//cytoplasmGO:0008143//poly(A) binding;GO:0003723//RNA bindingGO:0006406//mRNA export from nucleus;GO:1902373//negative regulation of mRNA catabolic process;GO:0048255//mRNA stabilizationK13126//polyadenylate-binding proteinNP_001018242.1//poly(A) binding protein Crp79 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.762), miscRNA

2542453 NM_001020450.211.33 9.83 13 SPAC186.01 GO:0005783//endoplasmic reticulum;GO:0010339//external side of cell wallGO:0050839//cell adhesion molecule bindingGO:0043689//cell-cell adhesion involved in flocculationK01183//chitinase [EC:3.2.1.14]NP_595019.1//cell surface glycoprotein (predicted), DIPSY family [Schizosaccharomyces pombe 972h-]putative DIPSY family glycoprotein (SPAC186.01), mRNA
NR_150427.1 NR_150427.1 0.85 0.22 3.77 NA GO:0005634//nucleus;GO:0046540//U4/U6 x U5 tri-snRNP complex;GO:0071013//catalytic step 2 spliceosomeNA GO:0000244//spliceosomal tri-snRNP complex assembly;GO:0045292//mRNA cis splicing, via spliceosomeK12855//pre-mRNA-processing factor 6NP_596086.1//U4/U6 x U5 tri-snRNP complex subunit Prp1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1539), miscRNA
NR_150117.1 NR_150117.1 7.62 6.64 88.92 NA GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0034506//chromosome, centromeric core domain;GO:0000790//nuclear chromatinGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0019237//centromeric DNA binding;GO:0043565//sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0071459//protein localization to chromosome, centromeric region;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0034080//CENP-A containing nucleosome assemblyNA NP_588400.2//cell cycle regulated GATA-type transcription factor Ams2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1252), miscRNA

2539417 NM_001023207.15.76 6.17 11.52 mug42 NA NA GO:0051321//meiotic cell cycleNA NP_588217.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug42 (mug42), partial mRNA
2541392 NM_001020952.24.65 7.57 14.78 SPBPB10D8.04cGO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK15449//tRNA wybutosine-synthesizing protein 1 [EC:4.1.3.44]NP_595047.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPBPB10D8.04c), partial mRNA

NR_151271.1 NR_151271.1 6.14 5.55 5.72 NA GO:0005634//nucleus;GO:0030690//Noc1p-Noc2p complexNA GO:0042254//ribosome biogenesis;GO:0000027//ribosomal large subunit assemblyK14832//ribosome biogenesis protein MAK21NP_594051.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.886), miscRNA
3361117 NM_001355924.1 9 9.46 21.48 wtf15 GO:0016021//integral component of membraneNA GO:0075297//negative regulation of ascospore formationNA XP_004001750.1//wtf element Wtf15 [Schizosaccharomyces pombe 972h-]wtf element Wtf15 (wtf15), mRNA

NR_151260.1 NR_151260.1 5.36 5.72 5.76 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.876), miscRNA
NR_149853.1 NR_149853.1 3.82 2.3 5.41 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1013), miscRNA

2541667 NM_001019991.210.77 9.91 5.95 nnf1 GO:0000778//condensed nuclear chromosome kinetochore;GO:0031617//NMS complexNA GO:0007127//meiosis I;GO:0051301//cell divisionK11562 NP_594562.2//kinetochore protein Nnf1 [Schizosaccharomyces pombe 972h-]kinetochore protein Nnf1 (nnf1), partial mRNA
NR_149962.1 NR_149962.1 2.9 2.47 13.47 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005666//DNA-directed RNA polymerase III complexGO:0003899//DNA-directed 5'-3' RNA polymerase activityGO:0006351//transcription, DNA-templated;GO:0006383//transcription from RNA polymerase III promoterK14721//DNA-directed RNA polymerase III subunit RPC5NP_587713.1//DNA-directed RNA polymerase III complex subunit Rpc37 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1112), miscRNA
NR_151159.1 NR_151159.1 4.66 5.39 10.63 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.783), miscRNA
NR_150455.1 NR_150455.1 8.43 10.42 10.94 NA GO:0005739//mitochondrion;GO:0005737//cytoplasmNA GO:0019216//regulation of lipid metabolic processK10356//myosin INP_596206.1//optic atrophy 3 family protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1564), miscRNA

2543577 NM_001019762.26.95 5.31 3.7 srs2 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole bodyGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004003//ATP-dependent DNA helicase activityGO:0034644//cellular response to UV;GO:0000725//recombinational repair;GO:0031297//replication fork processing;GO:0006301//postreplication repairK03657 NP_594341.1//ATP-dependent DNA helicase, UvrD subfamily [Schizosaccharomyces pombe 972h-]UvrD subfamily ATP-dependent DNA helicase (srs2), mRNA
2542416 NM_001019475.27.82 8.47 5.23 SPAC589.03cGO:0005634//nucleus;GO:0030690//Noc1p-Noc2p complexNA GO:0042254//ribosome biogenesis;GO:0000027//ribosomal large subunit assemblyK14832//ribosome biogenesis protein MAK21NP_594051.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC589.03c), mRNA
2539532 NM_001023271.18.84 10.29 8.76 SPCC417.04 NA NA NA NA NP_588281.1//hypothetical protein SPCC417.04 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC417.04), partial mRNA

NR_149872.1 NR_149872.1 9.3 10.67 29.84 NA GO:0005634//nucleus;GO:0042788//polysomal ribosome;GO:0005854//nascent polypeptide-associated complex;GO:0005829//cytosolNA GO:0051083//'de novo' cotranslational protein folding;GO:0006355//regulation of transcription, DNA-templated;GO:0006613//cotranslational protein targeting to membrane;GO:0006351//transcription, DNA-templatedK01527//nascent polypeptide-associated complex subunit betaNP_594757.1//nascent polypeptide-associated complex beta subunit [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1030), miscRNA
2540937 NM_001020961.210.3 11.68 11 abc3 GO:0005774//vacuolar membrane;GO:0000329//fungal-type vacuole membrane;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0015431//glutathione S-conjugate-exporting ATPase activity;GO:0015440//peptide-transporting ATPase activity;GO:0044604//phytochelatin transmembrane transporter ATPase activity;GO:0005524//ATP binding;GO:0015086//cadmium ion transmembrane transporter activity;GO:0042626//ATPase activity, coupled to transmembrane movement of substances;GO:0015127//bilirubin transmembrane transporter activityGO:0006749//glutathione metabolic process;GO:0098849//cellular detoxification of cadmium ion;GO:0036246//phytochelatin 2 import into vacuole;GO:0042144//vacuole fusion, non-autophagic;GO:0010038//response to metal ion;GO:0071996//glutathione transmembrane import into vacuole;GO:0045454//cell redox homeostasisK05665//ATP-binding cassette, subfamily C (CFTR/MRP), member 1;K05658//ATP-binding cassette, subfamily B (MDR/TAP), member 1 [EC:3.6.3.44]NP_595055.1//multi drug resistance-associated protein abc3 [Schizosaccharomyces pombe 972h-]multi drug resistance-associated protein abc3 (abc3), mRNA

NR_150039.1 NR_150039.1 7.86 7.23 27.71 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1182), miscRNA
NR_151369.1 NR_151369.1 5.32 5.66 27.36 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.976), miscRNA
NR_150997.1 NR_150997.1 4.74 5.04 4.05 NA GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0048365//Rac GTPase bindingGO:0023014//signal transduction by protein phosphorylation;GO:0000165//MAPK cascade;GO:0007346//regulation of mitotic cell cycle;GO:0030036//actin cytoskeleton organization;GO:0032147//activation of protein kinase activity;GO:0043408//regulation of MAPK cascade;GO:0007266//Rho protein signal transduction;GO:0042981//regulation of apoptotic process;GO:0031098//stress-activated protein kinase signaling cascadeK08286;K19833//serine/threonine-protein kinase CLA4 [EC:2.7.11.1]NP_592864.1//PAK-related kinase Shk2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.634), miscRNA
NR_151100.1 NR_151100.1 2.76 2.59 14.13 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.729), miscRNA

3361398 NM_001018702.29.45 10.55 5.08 sen2 GO:0000214//tRNA-intron endonuclease complex;GO:0005741//mitochondrial outer membrane;GO:0005737//cytoplasmGO:0016829//lyase activity;GO:0000213//tRNA-intron endonuclease activityGO:0006388//tRNA splicing, via endonucleolytic cleavage and ligation;GO:0000379//tRNA-type intron splice site recognition and cleavageK15322//tRNA-splicing endonuclease subunit Sen2 [EC:3.1.27.9]NP_001018222.1//tRNA-splicing endonuclease subunit catalytic subunit Sen2 (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA-splicing endonuclease catalytic subunit Sen2 (sen2), mRNA
2542812 NM_001019324.29.11 9.76 5.02 cch1 GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membrane;GO:0005891//voltage-gated calcium channel complexGO:0005245//voltage-gated calcium channel activity;GO:0005262//calcium channel activityGO:0086010//membrane depolarization during action potential;GO:0035585//calcium-mediated signaling using extracellular calcium source;GO:0098703//calcium ion import across plasma membraneK21864 NP_593894.1//calcium channel Cch1 [Schizosaccharomyces pombe 972h-]calcium channel Cch1 (cch1), mRNA

NR_150376.1 NR_150376.1 7.33 9.05 5.26 NA GO:0072546//ER membrane protein complex;GO:0005829//cytosolNA GO:0034975//protein folding in endoplasmic reticulumNA NP_595876.1//ER membrane protein complex subunit Aim27 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1489), miscRNA
NR_151199.1 NR_151199.1 7.47 9.86 29.78 NA NA NA NA NA NA RNAse MRP (mrp1), miscRNA
NR_150123.1 NR_150123.1 7.33 5.69 486.95 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1258), miscRNA

3361558 NM_001020339.26.14 5.7 2.58 dad3 GO:0072686//mitotic spindle;GO:0042729//DASH complex;GO:0005874//microtubule;GO:0005737//cytoplasmNA GO:0051301//cell division;GO:0007052//mitotic spindle organization;GO:1990758//mitotic sister chromatid biorientation;GO:0008608//attachment of spindle microtubules to kinetochoreK11568//DASH complex subunit DAD3NP_001018295.1//DASH complex subunit Dad3 [Schizosaccharomyces pombe 972h-]DASH complex subunit Dad3 (dad3), mRNA
2542999 NM_001018207.2 9.3 9.03 4.38 SPAC11D3.10GO:0005634//nucleus;GO:0005829//cytosolGO:0003677//DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0031071//cysteine desulfurase activity;GO:0043565//sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0008483//transaminase activity;GO:0003700//DNA binding transcription factor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK04487//cysteine desulfurase [EC:2.8.1.7]NP_592807.1//hypothetical protein SPAC11D3.10 [Schizosaccharomyces pombe 972h-]putative cysteine desulfurase nifs family protein (SPAC11D3.10), mRNA
2541380 NM_001023882.216.5 18.13 11.5 gal1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0005534//galactose binding;GO:0004335//galactokinase activityGO:0033499//galactose catabolic process via UDP-galactose;GO:0006012//galactose metabolic processK00849//galactokinase [EC:2.7.1.6]NP_596859.1//galactokinase Gal1 [Schizosaccharomyces pombe 972h-]galactokinase Gal1 (gal1), mRNA

NR_150104.1 NR_150104.1 0 0 20.13 NA GO:0005829//cytosol;GO:1902716//cell cortex of growing cell tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004683//calmodulin-dependent protein kinase activity;GO:0005516//calmodulin bindingGO:0007165//signal transduction;GO:0042149//cellular response to glucose starvation;GO:1904262//negative regulation of TORC1 signaling;GO:0051523//cell growth mode switching, monopolar to bipolar;GO:0018107//peptidyl-threonine phosphorylation;GO:0018105//peptidyl-serine phosphorylation;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0030042//actin filament depolymerization;GO:0070317//negative regulation of G0 to G1 transition;GO:0042307//positive regulation of protein import into nucleusK21157 NP_588360.1//serine/threonine protein kinase Ssp1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1240), miscRNA
14218061 NM_001356035.112.17 9.78 2.71 SPAC110.05 NA NA NA NA XP_004001769.1//hypothetical protein SPAC110.05 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC110.05), mRNA

NR_150393.1 NR_150393.1 11.44 11.83 25.77 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0016832//aldehyde-lyase activityGO:0005975//carbohydrate metabolic processK01621//xylulose-5-phosphate/fructose-6-phosphate phosphoketolase [EC:4.1.2.9 4.1.2.22]NP_595963.1//phosphoketolase family protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1505), miscRNA
NR_151287.1 NR_151287.1 2.4 1.76 1.44 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.900), miscRNA
NR_149976.1 NR_149976.1 4.25 3.5 5.57 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1125), miscRNA

2539342 NM_001023531.18.27 8.56 104.72 mug9 GO:0005634//nucleus;GO:0005829//cytosol;GO:0032153//cell division siteNA GO:0051321//meiotic cell cycleNA NP_588544.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]protein mug9 (mug9), partial mRNA
NR_150696.1 NR_150696.1 5.04 8.83 35.2 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.282), miscRNA

2541379 NM_001022455.28.84 9.09 7.31 mug30 GO:0005634//nucleus;GO:0051286//cell tip;GO:0044732//mitotic spindle pole body;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0004842//ubiquitin-protein transferase activity;GO:0016874//ligase activityGO:0051321//meiotic cell cycleK12232//E3 ubiquitin-protein ligase HECTD2 [EC:2.3.2.26]NP_596534.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin-protein ligase E3 (mug30), mRNA
NR_149950.1 NR_149950.1 4.29 3.29 2.86 NA GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0071916//dipeptide transmembrane transporter activityGO:0055085//transmembrane transportK08192 NP_587688.1//dipeptide transmembrane transporter [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1101), miscRNA
NR_150858.1 NR_150858.1 3.58 3.58 28.7 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.475), miscRNA

2539411 NM_001023078.23.78 4.54 3.92 nte1 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0004622//lysophospholipase activityGO:0016042//lipid catabolic process;GO:0034638//phosphatidylcholine catabolic processK14676//lysophospholipid hydrolase [EC:3.1.1.5]NP_588086.1//lysophospholipase (predicted) [Schizosaccharomyces pombe 972h-]putative lysophospholipase (nte1), mRNA
2542444 NM_001018906.15.06 4.05 3.75 SPAC17A5.05cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_593473.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC17A5.05c), partial mRNA

NR_151263.1 NR_151263.1 2.79 1.73 1.87 NA NA NA NA NA OAA71978.1//Histone H5 [Cordyceps confragosa RCEF 1005]intergenic RNA (predicted) (SPNCRNA.879), miscRNA
NR_151181.1 NR_151181.1 17.45 20.04 14.29 NA GO:0005634//nucleus;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0000790//nuclear chromatin;GO:0034507//chromosome, centromeric outer repeat regionGO:0003677//DNA binding;GO:0036121//double-stranded DNA-dependent ATP-dependent DNA helicase activity;GO:0005524//ATP binding;GO:0017116//single-stranded DNA-dependent ATP-dependent DNA helicase activityGO:0030466//chromatin silencing at silent mating-type cassette;GO:0048096//chromatin-mediated maintenance of transcription;GO:0006369//termination of RNA polymerase II transcription;GO:0035067//negative regulation of histone acetylation;GO:0030702//chromatin silencing at centromere;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0060303//regulation of nucleosome density;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0043044//ATP-dependent chromatin remodelingK11367//chromodomain-helicase-DNA-binding protein 1 [EC:3.6.4.12]NP_593660.1//ATP-dependent DNA helicase Hrp1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.803), miscRNA

2543405 NM_001019607.28.64 9.51 10.49 SPAC3H5.09cGO:0016021//integral component of membrane;GO:0005739//mitochondrionNA NA NA NP_594183.2//conserved eukaryotic mitochondrial protein (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC3H5.09c), mRNA
2539896 NM_001021298.24.56 3.97 6.62 SPBC146.02 GO:0005739//mitochondrionNA NA NA NP_595391.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC146.02), mRNA
2543311 NM_001018186.24.72 5.5 20.68 SPAC977.15 GO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activityNA K01061//carboxymethylenebutenolidase [EC:3.1.1.45]NP_592786.1//dienelactone hydrolase family [Schizosaccharomyces pombe 972h-]dienelactone hydrolase family (SPAC977.15), mRNA

NR_150144.1 NR_150144.1 15.62 17.1 7.79 NA GO:0005768//endosome;GO:1902500//vacuolar HOPS complex;GO:0030897//HOPS complex;GO:0005829//cytosol;GO:0005622//intracellular;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0033263//CORVET complexGO:0061630//ubiquitin protein ligase activity;GO:0030674//protein binding, bridging;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:0006895//Golgi to endosome transport;GO:0006904//vesicle docking involved in exocytosis;GO:0045324//late endosome to vacuole transport;GO:0016192//vesicle-mediated transport;GO:0006886//intracellular protein transport;GO:0007032//endosome organization;GO:0035542//regulation of SNARE complex assembly;GO:0007040//lysosome organizationK20181//vacuolar protein sorting-associated protein 18NP_588498.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1277), miscRNA
2541238 NM_001023864.26.16 9.23 5.42 SPBC8E4.05cGO:0005634//nucleus;GO:0005829//cytosolGO:0016829//lyase activity;GO:0016840//carbon-nitrogen lyase activityNA K22004;K01857NP_596842.1//fumarate lyase superfamily [Schizosaccharomyces pombe 972h-]fumarate lyase superfamily (SPBC8E4.05c), mRNA

NR_151178.1 NR_151178.1 5.69 5.23 5 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.800), miscRNA
2540978 NM_001023765.2 0 0 0 qrs1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004819//glutamine-tRNA ligase activityGO:0002181//cytoplasmic translation;GO:0006425//glutaminyl-tRNA aminoacylationK01886//glutaminyl-tRNA synthetase [EC:6.1.1.18]NP_596745.1//cytoplasmic glutaminyl-tRNA ligase Qrs1 (predicted) [Schizosaccharomyces pombe 972h-]putative glutaminyl--tRNA(Gln) ligase Qrs1 (qrs1), partial mRNA

14217899 NM_001356080.112.93 11.74 2.23 SPAC1B2.06 NA NA NA NA XP_004001776.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1B2.06), mRNA
NR_150505.1 NR_150505.1 17.84 24.86 0 NA GO:0010008//endosome membrane;GO:0043291//RAVE complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0032403//protein complex bindingGO:0071277//cellular response to calcium ion;GO:0071294//cellular response to zinc ion;GO:0070072//vacuolar proton-transporting V-type ATPase complex assembly;GO:0007035//vacuolar acidification;GO:0045324//late endosome to vacuole transport;GO:0016192//vesicle-mediated transportNA NP_596466.1//RAVE complex subunit Rav1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1610), miscRNA

2543159 NM_001019041.210.3 10.51 19.38 set8 GO:0005634//nucleus;GO:0005829//cytosolGO:0016279//protein-lysine N-methyltransferase activity;GO:0008168//methyltransferase activityGO:0018026//peptidyl-lysine monomethylationK05302//N-lysine methyltransferase SETD6 [EC:2.1.1.-]NP_593610.1//lysine methyltransferase Set8 (predicted) [Schizosaccharomyces pombe 972h-]putative lysine methyltransferase Set8 (set8), mRNA
2541551 NM_001019743.26.96 6.6 5.69 cdd1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0004126//cytidine deaminase activity;GO:0008270//zinc ion binding;GO:0004722//protein serine/threonine phosphatase activityGO:1904775//positive regulation of ubiquinone biosynthetic processK01489//cytidine deaminase [EC:3.5.4.5];K17508//protein phosphatase PTC7 [EC:3.1.3.16]CAA66973.1//azr1+ [Schizosaccharomyces pombe]putative cytidine deaminase Ccd1 (cdd1), mRNA
2540276 NM_001022131.22.24 4.25 5.75 SPBC2A9.03 GO:0005829//cytosolNA NA K04536//guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1;K03130//transcription initiation factor TFIID subunit 5NP_596212.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]WD repeat-containing protein (SPBC2A9.03), mRNA

NR_151309.1 NR_151309.1 6.84 8.52 19.83 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.920), miscRNA
2540178 NM_001022310.26.01 6.87 4.25 SPBC17D1.07cGO:0005634//nucleus;GO:0005686//U2 snRNP;GO:0005829//cytosol;GO:0070057//prospore membrane spindle pole body attachment site;GO:0005628//prospore membraneGO:0003723//RNA binding;GO:0005509//calcium ion binding;GO:0030695//GTPase regulator activityGO:0032120//ascospore-type prospore membrane assembly;GO:0007264//small GTPase mediated signal transduction;GO:0045292//mRNA cis splicing, via spliceosomeK05767//Ras GTPase-activating-like protein IQGAP2/3NP_596389.2//GTPase regulator (predicted) [Schizosaccharomyces pombe 972h-]putative GTPase regulator (SPBC17D1.07c), mRNA

NR_150242.1 NR_150242.1 5.4 8.97 135.63 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1366), miscRNA
NR_151067.1 NR_151067.1 8.91 9.89 18.51 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.699), miscRNA

2542149 NM_001018742.13.77 3.54 4.5 mug15 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0051321//meiotic cell cycleNA NP_593311.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug15 (mug15), partial mRNA
NR_150142.1 NR_150142.1 6.72 6.05 4.1 NA GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0070042//rRNA (uridine-N3-)-methyltransferase activityGO:0042254//ribosome biogenesis;GO:0070475//rRNA base methylationK19307//25S rRNA (uracil2634-N3)-methyltransferase [EC:2.1.1.313]NP_588495.1//ribosome biogenesis protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1275), miscRNA
NR_150274.1 NR_150274.1 4.74 5.03 2.57 NA GO:0016021//integral component of membraneNA NA NA XP_004001702.1//hypothetical protein SPBC713.13 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1395), miscRNA
NR_150225.1 NR_150225.1 4.55 4.03 12.4 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1350), miscRNA
NR_151186.1 NR_151186.1 4.11 1.9 47.31 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.808), miscRNA

2539583 NM_001023240.22.21 2.01 1.13 SPCC777.04 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0015171//amino acid transmembrane transporter activityNA K16261 NP_588250.1//amino acid transporter (predicted) [Schizosaccharomyces pombe 972h-]putative amino acid transporter (SPCC777.04), partial mRNA
NR_150652.1 NR_150652.1 15.76 16.35 14.71 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.236), miscRNA

2539983 NM_001022543.29.59 7.15 8.03 SPBC1604.18cGO:0005622//intracellular;GO:0000815//ESCRT III complex;GO:0005737//cytoplasmNA GO:0006886//intracellular protein transport;GO:0007034//vacuolar transport;GO:0043162//ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0045324//late endosome to vacuole transportK15053//charged multivesicular body protein 7NP_596622.1//ESCRT III complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative ESCRT III complex subunit (SPBC1604.18c), mRNA
NR_150880.1 NR_150880.1 7.33 6.67 2.57 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.502), miscRNA

2540385 NM_001022279.28.46 7.77 15.97 mrs2 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0046873//metal ion transmembrane transporter activity;GO:0015095//magnesium ion transmembrane transporter activityGO:0045016//mitochondrial magnesium ion transmembrane transportK16075//magnesium transporterNP_596358.1//magnesium ion transporter Mrs2 (predicted) [Schizosaccharomyces pombe 972h-]putative magnesium ion transporter Mrs2 (mrs2), mRNA
2541675 NM_001020163.227.65 29.44 14.56 shf1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004435//phosphatidylinositol phospholipase C activity;GO:0005509//calcium ion binding;GO:0004871//signal transducer activityGO:0009395//phospholipid catabolic process;GO:0048017//inositol lipid-mediated signaling;GO:0034644//cellular response to UV;GO:0016042//lipid catabolic process;GO:0007165//signal transduction;GO:0019220//regulation of phosphate metabolic process;GO:0035556//intracellular signal transductionK05857//phosphatidylinositol phospholipase C, delta [EC:3.1.4.11]NP_594734.1//phosphoinositide phospholipase C Plc1 [Schizosaccharomyces pombe 972h-]small histone ubiquitination factor Shf1 (shf1), mRNA
2543072 NM_001018767.27.58 7.35 4.72 SPAC3A12.09cGO:0005634//nucleus;GO:0005829//cytosolGO:0016151//nickel cation bindingGO:0019627//urea metabolic processK03190//urease accessory proteinNP_593335.1//urease accessory protein UreD (predicted) [Schizosaccharomyces pombe 972h-]putative urease accessory protein UreD (SPAC3A12.09c), mRNA
2539584 NM_001022968.23.56 3.48 1.57 SPCC63.03 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneGO:0030544//Hsp70 protein bindingNA K09531//DnaJ homolog subfamily C member 11NP_587977.2//DNAJ domain protein, DNAJC11 family [Schizosaccharomyces pombe 972h-]DNAJC11 family protein (SPCC63.03), mRNA
2541496 NM_001019975.23.59 4.03 11.01 arp42 GO:0005685//U1 snRNP;GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0031011//Ino80 complex;GO:0005737//cytoplasm;GO:0000790//nuclear chromatin;GO:0005681//spliceosomal complex;GO:0016586//RSC-type complex;GO:0005829//cytosol;GO:0016514//SWI/SNF complexGO:0003723//RNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0000395//mRNA 5'-splice site recognition;GO:0045292//mRNA cis splicing, via spliceosome;GO:0006351//transcription, DNA-templatedK11400 NP_594546.2//SWI/SNF and RSC complex subunit Arp42 [Schizosaccharomyces pombe 972h-]SWI/SNF and RSC complex subunit Arp42 (arp42), mRNA

NR_150326.1 NR_150326.1 6.01 6.06 24.36 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1442), miscRNA
NR_150337.1 NR_150337.1 19.57 13.83 11.74 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1452), miscRNA
NR_150092.1 NR_150092.1 12.36 6.03 21.3 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.123), miscRNA
NR_151148.1 NR_151148.1 14.74 14.74 9.74 NA GO:0034990//nuclear mitotic cohesin complex;GO:0000794//condensed nuclear chromosome;GO:0000785//chromatin;GO:0090695//Wpl/Pds5 cohesin loading/unloading complex;GO:0000775//chromosome, centromeric regionGO:0003677//DNA bindingGO:0071459//protein localization to chromosome, centromeric region;GO:0071168//protein localization to chromatin;GO:0006281//DNA repair;GO:0051455//attachment of spindle microtubules to kinetochore involved in homologous chromosome segregation;GO:1905412//negative regulation of mitotic cohesin loading;GO:1905411//positive regulation of mitotic cohesin unloading;GO:2000817//regulation of histone H3-T3 phosphorylation involved in chromosome passenger complex localization to kinetochore;GO:0034501//protein localization to kinetochore;GO:0051301//cell division;GO:0007064//mitotic sister chromatid cohesionK11267//sister chromatid cohesion protein PDS5NP_593535.1//cohesin-associated protein Pds5 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.773), miscRNA
NR_150215.1 NR_150215.1 3.93 4.28 2.76 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1340), miscRNA
NR_150816.1 NR_150816.1 1.87 3.05 2.28 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.425), miscRNA
NR_150330.1 NR_150330.1 9.19 8.49 4.07 NA GO:0005829//cytosolNA GO:0051321//meiotic cell cycleNA NP_595658.1//sequence orphan Meu25 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1446), miscRNA

2540145 NM_001023861.2 5.2 5.06 1.83 SPBC1289.15GO:0005783//endoplasmic reticulum;GO:0070263//external side of fungal-type cell wall;GO:0010339//external side of cell wall;GO:0005737//cytoplasmGO:0050839//cell adhesion molecule bindingGO:0098609//cell-cell adhesion;GO:0043689//cell-cell adhesion involved in flocculationK19851;K01183//chitinase [EC:3.2.1.14]NP_596840.1//cell surface glycoprotein (predicted) [Schizosaccharomyces pombe 972h-]putative glycoprotein (SPBC1289.15), mRNA
2540138 NM_001023821.210.55 10.18 5.07 vps1302 GO:0005768//endosome;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneNA GO:0006886//intracellular protein transport;GO:0045053//protein retention in Golgi apparatus;GO:0045324//late endosome to vacuole transport;GO:0016192//vesicle-mediated transportK19525//vacuolar protein sorting-associated protein 13A/CNP_596800.2//vacuolar protein sorting-associated protein [Schizosaccharomyces pombe 972h-]vacuolar protein sorting-associated protein (vps1302), partial mRNA
5802913 NM_001356111.12.85 2 13.4 SPAC8E11.08cNA NA NA NA XP_001713081.1//hypothetical protein SPAC8E11.08c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC8E11.08c), partial mRNA
2539955 NM_001021205.27.29 7.07 3.87 SPBC119.16cGO:0005665//DNA-directed RNA polymerase II, core complex;GO:0005783//endoplasmic reticulum;GO:0005737//cytoplasm;GO:0000139//Golgi membrane;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0005811//lipid droplet;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0005525//GTP binding;GO:0003924//GTPase activity;GO:0016887//ATPase activityGO:1990022//RNA polymerase III complex localization to nucleus;GO:0044376//RNA polymerase II complex import to nucleus;GO:0007064//mitotic sister chromatid cohesion;GO:1990114//RNA Polymerase II core complex assemblyK06883//uncharacterized proteinNP_595298.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC119.16c), mRNA

NR_151232.1 NR_151232.1 5.59 3.76 21.49 NA GO:0010008//endosome membrane;GO:0005768//endosome;GO:0005794//Golgi apparatus;GO:0019898//extrinsic component of membrane;GO:0000407//phagophore assembly site;GO:0005737//cytoplasm;GO:0005776//autophagosomeGO:0032266//phosphatidylinositol-3-phosphate binding;GO:0035091//phosphatidylinositol bindingGO:0016050//vesicle organization;GO:0006623//protein targeting to vacuole;GO:0006897//endocytosis;GO:0006914//autophagy;GO:0034727//piecemeal microautophagy of the nucleusK17919//sorting nexin-4NP_593905.1//autophagy associated protein Atg24 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.850), miscRNA
NR_150282.1 NR_150282.1 4.86 5.17 19.17 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1402), miscRNA

2538723 NM_001022891.26.32 6.24 2 mug111 GO:0016021//integral component of membraneGO:0022857//transmembrane transporter activityGO:0051321//meiotic cell cycleNA NP_587899.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug111 (mug111), mRNA
NR_151265.1 NR_151265.1 12.23 13.84 5.49 NA GO:0016021//integral component of membrane;GO:0000148//1,3-beta-D-glucan synthase complex;GO:0005628//prospore membraneGO:0003843//1,3-beta-D-glucan synthase activityGO:0006075//(1->3)-beta-D-glucan biosynthetic process;GO:0034413//ascospore wall (1->3)-beta-D-glucan biosynthetic processK00706 NP_594032.1//1,3-beta-glucan synthase subunit Bgs2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.880), miscRNA
NR_149840.1 NR_149840.1 4.35 4.19 3.48 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0016874//ligase activity;GO:0004835//tubulin-tyrosine ligase activityGO:0000226//microtubule cytoskeleton organization;GO:0006464//cellular protein modification process;GO:0018166//C-terminal protein-tyrosinylationNA NP_594636.1//tubulin-tyrosine ligase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1001), miscRNA
NR_150434.1 NR_150434.1 5.81 6.25 9.32 NA GO:0035861//site of double-strand break;GO:0000110//nucleotide-excision repair factor 1 complex;GO:0005634//nucleus;GO:0070522//ERCC4-ERCC1 complex;GO:0005829//cytosolGO:0003697//single-stranded DNA binding;GO:0031593//polyubiquitin modification-dependent protein binding;GO:0003684//damaged DNA binding;GO:0000014//single-stranded DNA endodeoxyribonuclease activity;GO:0004519//endonuclease activityGO:0000710//meiotic mismatch repair;GO:0007533//mating type switching;GO:0000736//double-strand break repair via single-strand annealing, removal of nonhomologous ends;GO:0006296//nucleotide-excision repair, DNA incision, 5'-to lesion;GO:0070914//UV-damage excision repair;GO:0007534//gene conversion at mating-type locusK10849//DNA excision repair protein ERCC-1NP_596115.1//DNA repair endonuclease Swi10 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1545), miscRNA
NR_150747.1 NR_150747.1 8.12 1.48 1.49 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.341), miscRNA

2542165 NM_001020142.116.3 29.51 20.28 rex3 GO:0005634//nucleus;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004527//exonuclease activity;GO:0046872//metal ion binding;GO:0008408//3'-5' exonuclease activity;GO:0003676//nucleic acid bindingGO:0006396//RNA processing;GO:0034476//U5 snRNA 3'-end processing;GO:0043628//ncRNA 3'-end processing;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14570//RNA exonuclease 1 [EC:3.1.-.-]NP_594715.1//exonuclease Rex3 (predicted) [Schizosaccharomyces pombe 972h-]putative exonuclease Rex3 (rex3), partial mRNA
NR_151048.1 NR_151048.1 7.33 5.99 4.32 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.681), miscRNA
NR_151219.1 NR_151219.1 8.13 10.47 13.03 NA GO:0005739//mitochondrionGO:0004832//valine-tRNA ligase activity;GO:0005524//ATP binding;GO:0002161//aminoacyl-tRNA editing activityGO:0032543//mitochondrial translation;GO:0006438//valyl-tRNA aminoacylation;GO:0070185//mitochondrial valyl-tRNA aminoacylationK01873//valyl-tRNA synthetase [EC:6.1.1.9]NP_593819.1//mitochondrial valine-tRNA ligase Vrs2/Vas2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.838), miscRNA

3361499 NM_001356068.114.32 21.86 25.69 mde5 GO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membraneGO:0004556//alpha-amylase activity;GO:0005509//calcium ion binding;GO:0103025//alpha-amylase activity (releasing maltohexaose)GO:0071852//fungal-type cell wall organization or biogenesis;GO:0016052//carbohydrate catabolic processK01176//alpha-amylase [EC:3.2.1.1]XP_001713068.1//alpha-amylase [Schizosaccharomyces pombe 972h-]alpha-amylase (mde5), mRNA
NR_151311.1 NR_151311.1 4.65 5.27 6.23 NA GO:1990112//RQC complex;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:1990116//ribosome-associated ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0072344//rescue of stalled ribosomeK11547//kinetochore protein NDC80NP_594265.2//DUF654 family protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.922), miscRNA
NR_151321.1 NR_151321.1 8.77 7.51 13.18 NA GO:0005634//nucleus;GO:0005739//mitochondrionGO:0015035//protein disulfide oxidoreductase activity;GO:0009055//electron transfer activity;GO:0015038//glutathione disulfide oxidoreductase activity;GO:0004602//glutathione peroxidase activityGO:0019430//removal of superoxide radicals;GO:0034599//cellular response to oxidative stress;GO:0045454//cell redox homeostasisK03676//glutaredoxin 3NP_594310.1//glutaredoxin Grx2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.931), miscRNA

2539611 NM_001021334.27.59 7.75 14.91 SPBC1734.09GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0051286//cell tip;GO:0030173//integral component of Golgi membrane;GO:0005829//cytosol;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0016021//integral component of membraneGO:0005462//UDP-N-acetylglucosamine transmembrane transporter activity;GO:0061630//ubiquitin protein ligase activity;GO:0005457//GDP-fucose transmembrane transporter activity;GO:0005464//UDP-xylose transmembrane transporter activityGO:0015783//GDP-fucose transmembrane transport;GO:0008643//carbohydrate transport;GO:1990569//UDP-N-acetylglucosamine transmembrane transport;GO:0006378//mRNA polyadenylation;GO:0015786//UDP-glucose transmembrane transport;GO:0034221//fungal-type cell wall chitin biosynthetic processK15278//solute carrier family 35 (UDP-xylose/UDP-N-acetylglucosamine transporter), member B4NP_595426.1//NST UDP-N-acetylglucosamine transporter (predicted) [Schizosaccharomyces pombe 972h-]putative NST UDP-N-acetylglucosamine transporter (SPBC1734.09), mRNA
2539480 NM_001023175.25.74 5.29 10.32 tti1 GO:0031932//TORC2 complex;GO:0070209//ASTRA complex;GO:0005737//cytoplasmNA GO:0006338//chromatin remodelingK20403//TELO2-interacting protein 1NP_588185.1//Tel Two Interacting protein 1 [Schizosaccharomyces pombe 972h-]Tel Two Interacting protein 1 (tti1), mRNA
2538722 NM_001023394.28.26 12.35 8.55 imt2 GO:0031501//mannosyltransferase complex;GO:0005783//endoplasmic reticulum;GO:0032588//trans-Golgi network membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0033106//cis-Golgi network membraneGO:0016757//transferase activity, transferring glycosyl groups;GO:0000030//mannosyltransferase activityGO:0051999//mannosyl-inositol phosphorylceramide biosynthetic processK05528 NP_588403.1//mannosyltransferase Imt2 [Schizosaccharomyces pombe 972h-]mannosyltransferase Imt2 (imt2), mRNA

NR_150017.1 NR_150017.1 5.91 5.02 18.38 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1162), miscRNA
NR_151347.1 NR_151347.1 5.04 7.16 32.44 NA GO:0005840//ribosome;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0005844//polysomeGO:0043022//ribosome binding;GO:0003779//actin binding;GO:0004832//valine-tRNA ligase activity;GO:0005524//ATP binding;GO:0004860//protein kinase inhibitor activity;GO:0003785//actin monomer bindingGO:0060733//regulation of eIF2 alpha phosphorylation by amino acid starvation;GO:0034198//cellular response to amino acid starvation;GO:1990497//regulation of cytoplasmic translation in response to stress;GO:0006438//valyl-tRNA aminoacylation;GO:0072755//cellular response to benomyl;GO:0071468//cellular response to acidic pH;GO:0060548//negative regulation of cell death;GO:0031333//negative regulation of protein complex assembly;GO:0070301//cellular response to hydrogen peroxideNA NP_594402.1//hypothetical protein SPAC27E2.02 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.955), miscRNA

2542899 NM_001020097.28.27 9.9 2.15 SPAC144.07cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0003924//GTPase activityGO:1990022//RNA polymerase III complex localization to nucleus;GO:0034087//establishment of mitotic sister chromatid cohesion;GO:0044376//RNA polymerase II complex import to nucleusK06883//uncharacterized proteinNP_594668.1//ATP binding protein [Schizosaccharomyces pombe 972h-]ATP binding protein (SPAC144.07c), mRNA
2541798 NM_001018437.25.39 5.91 3 rdh54 GO:0005634//nucleus;GO:0005829//cytosolGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0004003//ATP-dependent DNA helicase activityGO:0007131//reciprocal meiotic recombination;GO:0000724//double-strand break repair via homologous recombinationK10877//DNA repair and recombination protein RAD54B [EC:3.6.4.-]NP_593038.2//ATP-dependent DNA helicase Rdh54 [Schizosaccharomyces pombe 972h-]ATP-dependent DNA helicase Rdh54 (rdh54), mRNA
2540444 NM_001022363.2 4.5 6.35 4.51 mrm2 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005635//nuclear envelope;GO:0035974//meiotic spindle pole body;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0005739//mitochondrionGO:0008650//rRNA (uridine-2'-O-)-methyltransferase activity;GO:0008168//methyltransferase activityGO:0031167//rRNA methylation;GO:0000070//mitotic sister chromatid segregation;GO:0072766//centromere clustering at the mitotic nuclear envelope;GO:0001510//RNA methylationK15508 NP_596444.1//mitochondrial 2' O-ribose methyltransferase Mrm2 (predicted) [Schizosaccharomyces pombe 972h-]putative 2' O-ribose methyltransferase Mrm2 (mrm2), mRNA

NR_150544.1 NR_150544.1 11.19 8.76 9.07 NA GO:0016021//integral component of membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneGO:0015234//thiamine transmembrane transporter activityGO:0055085//transmembrane transport;GO:1990545//mitochondrial thiamine pyrophosphate transmembrane transport;GO:0030974//thiamine pyrophosphate transmembrane transport;GO:0006839//mitochondrial transportK01810//glucose-6-phosphate isomerase [EC:5.3.1.9];K15108//solute carrier family 25 (mitochondrial thiamine pyrophosphate transporter), member 19NP_596636.2//mitochondrial thiamine pyrophosphate transporter (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1648), miscRNA
2543069 NM_001019622.26.68 6.86 4.98 kms1 GO:0034993//LINC complex;GO:0031965//nuclear membrane;GO:0044732//mitotic spindle pole body;GO:0016021//integral component of membrane;GO:0031021//interphase microtubule organizing center;GO:0005737//cytoplasmGO:0005509//calcium ion bindingGO:0045141//meiotic telomere clustering;GO:0051301//cell division;GO:1990683//DNA double-strand break attachment to nuclear envelope;GO:0010569//regulation of double-strand break repair via homologous recombinationK10352//myosin heavy chain;K20361;K04648//dynactin 1;K12472//epidermal growth factor receptor substrate 15NP_594198.1//meiotic spindle pole body protein Kms1 [Schizosaccharomyces pombe 972h-]protein Kms1 (kms1), mRNA

NR_150023.1 NR_150023.1 7.32 7.36 2.4 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004596//peptide alpha-N-acetyltransferase activity;GO:0004402//histone acetyltransferase activity;GO:0008080//N-acetyltransferase activity;GO:0010485//H4 histone acetyltransferase activity;GO:1990189//peptide-serine-N-acetyltransferase activity;GO:0043998//H2A histone acetyltransferase activityGO:0006474//N-terminal protein amino acid acetylation;GO:0017196//N-terminal peptidyl-methionine acetylation;GO:0043967//histone H4 acetylation;GO:0043968//histone H2A acetylation;GO:0016573//histone acetylationK20794//N-alpha-acetyltransferase 40 [EC:2.3.1.257]NP_588054.1//histone N-acetyltransferase Naa40 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1168), miscRNA
NR_150731.1 NR_150731.1 5.96 5.81 11.54 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.322), miscRNA
NR_151255.1 NR_151255.1 4.15 6.49 9.06 NA GO:0005634//nucleus;GO:0051286//cell tip;GO:0005829//cytosol;GO:0043332//mating projection tip;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005886//plasma membraneNA GO:0032220//plasma membrane fusion involved in cytogamy;GO:0000753//cell morphogenesis involved in conjugation with cellular fusion;GO:0007009//plasma membrane organizationNA NP_594007.2//tetraspan protein Dni1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.871), miscRNA

2540451 NM_001022365.25.43 4.54 2.12 SPBC2G2.17cGO:0009277//fungal-type cell wall;GO:0009986//cell surface;GO:0005576//extracellular regionGO:0008422//beta-glucosidase activityGO:0000272//polysaccharide catabolic process;GO:0031505//fungal-type cell wall organizationK01238 NP_596446.1//beta-glucosidase Psu2 (predicted) [Schizosaccharomyces pombe 972h-]putative beta-glucosidase Psu2 (SPBC2G2.17c), mRNA
NR_150567.1 NR_150567.1 5.89 7.11 3.18 NA GO:0005634//nucleus;GO:0005869//dynactin complex;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0032153//cell division siteNA GO:0030989//dynein-driven meiotic oscillatory nuclear movementNA NP_596714.1//actin-like protein Arp10 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1671), miscRNA

2538889 NM_001022956.24.85 4.37 1.89 mug4 GO:0016021//integral component of membraneNA GO:0051321//meiotic cell cycleNA NP_587965.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug4 (mug4), mRNA
2542150 NM_001018912.15.64 6.19 2.06 rec12 GO:0035861//site of double-strand break;GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0003918//DNA topoisomerase type II (ATP-hydrolyzing) activity;GO:0004519//endonuclease activity;GO:0016889//endodeoxyribonuclease activity, producing 3'-phosphomonoesters;GO:0045027//DNA end bindingGO:0007131//reciprocal meiotic recombination;GO:0042138//meiotic DNA double-strand break formation;GO:0000706//meiotic DNA double-strand break processing;GO:0000737//DNA catabolic process, endonucleolytic;GO:0031619//homologous chromosome orientation involved in meiotic metaphase I plate congressionK10878//meiotic recombination protein SPO11NP_593479.1//endonuclease Rec12 [Schizosaccharomyces pombe 972h-]endonuclease Rec12 (rec12), partial mRNA

NR_150334.1 NR_150334.1 11.99 9.6 2.8 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.145), miscRNA
NR_151007.1 NR_151007.1 3.89 4.41 23.15 NA GO:0005634//nucleus;GO:0043528//tRNA (m2G10) methyltransferase complex;GO:0005829//cytosol;GO:0035657//eRF1 methyltransferase complexGO:0004809//tRNA (guanine-N2-)-methyltransferase activity;GO:0016435//rRNA (guanine) methyltransferase activity;GO:0008276//protein methyltransferase activityGO:0000470//maturation of LSU-rRNA;GO:0018364//peptidyl-glutamine methylation;GO:0030488//tRNA methylation;GO:2000765//regulation of cytoplasmic translation;GO:0030490//maturation of SSU-rRNA;GO:0070476//rRNA (guanine-N7)-methylationK15448//multifunctional methyltransferase subunit TRM112NP_592914.1//protein and tRNA methyltransferase regulatory subunit Trm112 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.643), miscRNA
NR_150032.1 NR_150032.1 4.59 7.49 351.78 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0010181//FMN binding;GO:0003955//NAD(P)H dehydrogenase (quinone) activity;GO:0052874//FMN reductase (NADH) activity;GO:0052873//FMN reductase (NADPH) activityNA NA NP_588084.1//NADPH-dependent FMN reductase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1176), miscRNA

2539037 NM_001022702.2 6.6 7.15 7.04 SPCC330.07cGO:0051286//cell tip;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0032153//cell division site;GO:0005737//cytoplasmGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportNA NP_587707.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPCC330.07c), mRNA
NR_151095.1 NR_151095.1 4.58 4.58 3.42 NA GO:0005684//U2-type spliceosomal complex;GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0000398//mRNA splicing, via spliceosome;GO:0000390//spliceosomal complex disassemblyK12818//ATP-dependent RNA helicase DHX8/PRP22 [EC:3.6.4.13]NP_593253.1//ATP-dependent RNA helicase Prp22 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.724), miscRNA
NR_150315.1 NR_150315.1 3.82 3.88 25.12 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1432), miscRNA
NR_150360.1 NR_150360.1 2.65 1.98 1.73 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1474), miscRNA

2539836 NM_001020982.212.14 10.82 12.61 SPBC1198.07cGO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0008496//mannan endo-1,6-alpha-mannosidase activity;GO:0003824//catalytic activityGO:0030447//filamentous growth;GO:0051692//cellular oligosaccharide catabolic process;GO:0016052//carbohydrate catabolic process;GO:0009272//fungal-type cell wall biogenesisK08257 NP_595076.2//mannan endo-1,6-alpha-mannosidase (predicted) [Schizosaccharomyces pombe 972h-]putative mannan endo-1,6-alpha-mannosidase (SPBC1198.07c), mRNA
2541657 NM_001018853.27.04 7.78 2.13 slx1 GO:0030875//rDNA protrusion;GO:0005634//nucleus;GO:0033557//Slx1-Slx4 complex;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0030874//nucleolar chromatinGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0016893//endonuclease activity, active with either ribo- or deoxyribonucleic acids and producing 5'-phosphomonoesters;GO:0017108//5'-flap endonuclease activity;GO:0004631//phosphomevalonate kinase activityGO:0019287//isopentenyl diphosphate biosynthetic process, mevalonate pathway;GO:0045458//recombination within rDNA repeats;GO:0031297//replication fork processing;GO:0000724//double-strand break repair via homologous recombination;GO:0006696//ergosterol biosynthetic processK15078//structure-specific endonuclease subunit SLX1 [EC:3.6.1.-];K00938NP_593421.3//phosphomevalonate kinase (predicted) [Schizosaccharomyces pombe 972h-]structure-specific endonuclease catalytic subunit (slx1), mRNA

NR_150382.1 NR_150382.1 2.6 1.76 0.76 NA GO:0005634//nucleus;GO:0005656//nuclear pre-replicative complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0004674//protein serine/threonine kinase activity;GO:0003689//DNA clamp loader activity;GO:0005524//ATP bindingGO:0033314//mitotic DNA replication checkpoint;GO:0051301//cell division;GO:0001934//positive regulation of protein phosphorylation;GO:0006270//DNA replication initiation;GO:1903468//positive regulation of DNA replication initiation;GO:1902985//mitotic pre-replicative complex assemblyK02213//cell division control protein 6NP_595910.1//MCM loader [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1495), miscRNA
NR_150407.1 NR_150407.1 6.7 6.42 10.7 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1519), miscRNA
NR_149921.1 NR_149921.1 5.96 5.16 3.42 NA GO:0016021//integral component of membraneGO:0008081//phosphoric diester hydrolase activityGO:0006629//lipid metabolic processNA XP_004001800.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1075), miscRNA
NR_150689.1 NR_150689.1 4.13 6.69 8.32 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.276), miscRNA

2538724 NM_001023306.25.91 6.87 1.21 ste6 GO:0005829//cytosol;GO:0005622//intracellularGO:0005085//guanyl-nucleotide exchange factor activityGO:0000747//conjugation with cellular fusion;GO:0007264//small GTPase mediated signal transductionK03099//son of sevenlessNP_588316.1//guanyl-nucleotide exchange factor Ste6 [Schizosaccharomyces pombe 972h-]guanyl-nucleotide exchange factor Ste6 (ste6), mRNA
14218113 NM_001355961.15.08 5.39 2.95 SPAPJ695.02NA NA NA NA XP_004001761.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPJ695.02), mRNA

NR_149881.1 NR_149881.1 0.69 0.16 1.56 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1039), miscRNA
NR_150083.1 NR_150083.1 0.37 0.97 1.51 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1221), miscRNA
NR_150447.1 NR_150447.1 21.34 24.38 17.43 NA GO:0000812//Swr1 complex;GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0048189//Lid2 complex;GO:0000118//histone deacetylase complex;GO:0000790//nuclear chromatin;GO:0031618//nuclear pericentric heterochromatinGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0016706//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;GO:0034647//histone demethylase activity (H3-trimethyl-K4 specific)GO:0034630//RITS complex localization;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0006338//chromatin remodeling;GO:0043486//histone exchange;GO:0016573//histone acetylation;GO:0006351//transcription, DNA-templated;GO:0051567//histone H3-K9 methylation;GO:0030702//chromatin silencing at centromere;GO:0031507//heterochromatin assembly;GO:0051572//negative regulation of histone H3-K4 methylationK11446//histone demethylase JARID1 [EC:1.14.11.-]NP_596174.1//Lid2 complex subunit, predicted histone demethylase Lid2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1557), miscRNA
NR_150093.1 NR_150093.1 6.98 5.21 27.79 NA GO:0005768//endosome;GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0017091//AU-rich element binding;GO:0003960//NADPH:quinone reductase activity;GO:0016491//oxidoreductase activityGO:0034599//cellular response to oxidative stress;GO:1990748//cellular detoxification;GO:0043328//protein transport to vacuole involved in ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathway;GO:0015031//protein transportK00344//NADPH2:quinone reductase [EC:1.6.5.5];K19476//vacuolar protein sorting-associated protein IST1NP_588331.1//MVB sorting pathway protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1230), miscRNA

2541755 NM_001018382.28.86 9.23 3.57 nrd1 GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0008266//poly(U) RNA bindingGO:1900406//regulation of conjugation with cellular fusion by regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0031138//negative regulation of conjugation with cellular fusion;GO:1902625//negative regulation of induction of conjugation with cellular fusion by negative regulation of transcription from RNA polymerase II promoterK17974 NP_592982.1//RNA-binding protein Nrd1 [Schizosaccharomyces pombe 972h-]RNA-binding protein Nrd1 (nrd1), mRNA
NR_150583.1 NR_150583.1 11.2 7.43 27.6 NA GO:1990112//RQC complex;GO:0005634//nucleus;GO:0000836//Hrd1p ubiquitin ligase complex;GO:0005783//endoplasmic reticulum;GO:0000839//Hrd1p ubiquitin ligase ERAD-L complex;GO:0034098//VCP-NPL4-UFD1 AAA ATPase complex;GO:0005829//cytosol;GO:0000837//Doa10p ubiquitin ligase complexGO:0043130//ubiquitin binding;GO:0031593//polyubiquitin modification-dependent protein binding;GO:0032183//SUMO bindingGO:0030970//retrograde protein transport, ER to cytosol;GO:1900182//positive regulation of protein localization to nucleus;GO:0071712//ER-associated misfolded protein catabolic process;GO:1990116//ribosome-associated ubiquitin-dependent protein catabolic process;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0051974//negative regulation of telomerase activity;GO:0071629//cytoplasm protein quality control by the ubiquitin-proteasome system;GO:0070651//nonfunctional rRNA decayK14016//ubiquitin fusion degradation protein 1NP_596780.1//Cdc48-Ufd1-Npl4 complex component Ufd1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1686), miscRNA

2540323 NM_001022195.25.88 4.33 1.16 gpi1 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0000506//glycosylphosphatidylinositol-N-acetylglucosaminyltransferase (GPI-GnT) complexGO:0017176//phosphatidylinositol N-acetylglucosaminyltransferase activityGO:0006506//GPI anchor biosynthetic processK03860//phosphatidylinositol glycan, class QNP_596274.1//pig-Q [Schizosaccharomyces pombe 972h-]pig-Q (gpi1), mRNA
NR_151217.1 NR_151217.1 16.84 20.46 18.03 NA GO:0016459//myosin complex;GO:0031097//medial cortex;GO:0005739//mitochondrion;GO:0016460//myosin II complex;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0051015//actin filament binding;GO:0003779//actin binding;GO:0005524//ATP binding;GO:0003774//motor activityGO:1903475//mitotic actomyosin contractile ring assembly;GO:0000281//mitotic cytokinesis;GO:1902404//mitotic actomyosin contractile ring contraction;GO:0090561//nuclear migration during mitotic telophaseK10352//myosin heavy chainNP_593816.1//myosin II heavy chain Myo3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.836), miscRNA
NR_151261.1 NR_151261.1 1.97 1.39 11.38 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.877), miscRNA

2542816 NM_001018469.28.15 7.83 11.56 atp10 GO:0005801//cis-Golgi network;GO:0000139//Golgi membrane;GO:0005797//Golgi medial cisterna;GO:0032592//integral component of mitochondrial membrane;GO:0031305//integral component of mitochondrial inner membrane;GO:0005794//Golgi apparatus;GO:0031201//SNARE complex;GO:0016021//integral component of membrane;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0000149//SNARE binding;GO:0005484//SNAP receptor activity;GO:0051082//unfolded protein bindingGO:0006886//intracellular protein transport;GO:0006906//vesicle fusion;GO:0048209//regulation of vesicle targeting, to, from or within Golgi;GO:0033615//mitochondrial proton-transporting ATP synthase complex assembly;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0006891//intra-Golgi vesicle-mediated transport;GO:0016192//vesicle-mediated transportK18192//mitochondrial ATPase complex subunit ATP10;K08495//golgi SNAP receptor complex member 1NP_593071.1//F1-F0 ATPase assembly protein (predicted) [Schizosaccharomyces pombe 972h-]putative F1-F0 ATPase assembly protein (atp10), mRNA
2541747 NM_001018197.28.37 9.07 13.36 SPAC1F8.08 GO:0016021//integral component of membraneNA NA NA NP_592797.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1F8.08), partial mRNA

NR_151335.1 NR_151335.1 3.36 3.18 3.09 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.944), miscRNA
2539136 NM_001023478.25.13 4.31 3.08 SPCC1919.05GO:0005829//cytosol;GO:0055087//Ski complex;GO:0005737//cytoplasmNA GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decayK12600//superkiller protein 3NP_588487.1//Ski complex TPR repeat subunit Ski3 (predicted) [Schizosaccharomyces pombe 972h-]putative Ski complex TPR repeat subunit Ski3 (SPCC1919.05), mRNA

NR_149993.1 NR_149993.1 8.06 7.18 15.18 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0004081//bis(5'-nucleosyl)-tetraphosphatase (asymmetrical) activity;GO:0005525//GTP bindingGO:0006154//adenosine catabolic processK01522//bis(5'-adenosyl)-triphosphatase [EC:3.6.1.29]NP_587836.1//bis(5'-nucleosidyl)-tetraphosphatase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1140), miscRNA
2541057 NM_001021950.240.06 45.92 99.33 SPBC365.11 GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0005635//nuclear envelope;GO:0005886//plasma membraneNA GO:0006886//intracellular protein transport;GO:0016192//vesicle-mediated transportK20361;K10696//E3 ubiquitin-protein ligase BRE1 [EC:2.3.2.27]NP_596040.1//GRIP domain protein [Schizosaccharomyces pombe 972h-]GRIP domain protein (SPBC365.11), mRNA
2543211 NM_001020075.29.38 12.01 157.85 SPAC12B10.15cGO:0005634//nucleus;GO:0005829//cytosol;GO:0032299//ribonuclease H2 complexNA GO:0006401//RNA catabolic process;GO:1903469//removal of RNA primer involved in mitotic DNA replication;GO:0090502//RNA phosphodiester bond hydrolysis, endonucleolyticK10745//ribonuclease H2 subunit CNP_594647.1//ribonuclease H2 complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative ribonuclease H2 complex subunit (SPAC12B10.15c), partial mRNA

NR_149887.1 NR_149887.1 6.71 7.03 2.57 NA GO:0005737//cytoplasm;GO:0000139//Golgi membraneGO:0008565//protein transporter activityGO:0006886//intracellular protein transport;GO:0048280//vesicle fusion with Golgi apparatus;GO:0051321//meiotic cell cycleK20361 NP_594851.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1044), miscRNA
2542711 NM_001020463.1 4.1 2.91 6.75 SPAC750.07cGO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0005886//plasma membrane;GO:0031225//anchored component of membraneNA NA NA NP_595033.1//GPI-anchored protein [Schizosaccharomyces pombe 972h-]GPI-anchored protein (SPAC750.07c), partial mRNA
2541376 NM_001022432.26.12 4.09 4.54 mug45 GO:0016021//integral component of membraneNA GO:0051321//meiotic cell cycleNA NP_596511.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug45 (mug45), mRNA
9407254 NM_001355957.1 4.1 2.91 6.75 SPAC212.12 GO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0005886//plasma membrane;GO:0031225//anchored component of membraneNA NA NA NP_595033.1//GPI-anchored protein [Schizosaccharomyces pombe 972h-]GPI-anchored protein (SPAC212.12), partial mRNA
2538970 NM_001355878.17.39 7.43 4 wtf8 GO:0005774//vacuolar membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0075297//negative regulation of ascospore formationNA XP_004001744.1//wtf element Wtf8 [Schizosaccharomyces pombe 972h-]wtf element Wtf8 (wtf8), partial mRNA
3361557 NM_001020335.15.68 6.79 2.04 SPAC19D5.10cGO:0016021//integral component of membraneNA NA NA NP_001018294.1//hypothetical protein SPAC19D5.10c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC19D5.10c), partial mRNA
2543473 NM_001019406.220.43 26.97 23.62 SPAC513.06cGO:0000329//fungal-type vacuole membrane;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0030246//carbohydrate binding;GO:0004559//alpha-mannosidase activityGO:0009313//oligosaccharide catabolic process;GO:0006013//mannose metabolic process;GO:0006517//protein deglycosylationK01191//alpha-mannosidase [EC:3.2.1.24]NP_593979.1//alpha-mannosidase (predicted) [Schizosaccharomyces pombe 972h-]putative dihydrodiol dehydrogenase (SPAC513.06c), mRNA

NR_151027.1 NR_151027.1 5.39 6.11 7.74 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellularGO:0016831//carboxy-lyase activity;GO:0004737//pyruvate decarboxylase activity;GO:0000287//magnesium ion binding;GO:0030976//thiamine pyrophosphate binding;GO:0047433//branched-chain-2-oxoacid decarboxylase activityGO:0006067//ethanol metabolic process;GO:0019655//glycolytic fermentation to ethanol;GO:0006090//pyruvate metabolic process;GO:0000949//aromatic amino acid family catabolic process to alcohol via Ehrlich pathway;GO:0006569//tryptophan catabolic process;GO:0006559//L-phenylalanine catabolic processK01568//pyruvate decarboxylase [EC:4.1.1.1]XP_001713041.1//pyruvate decarboxylase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.662), miscRNA
2541495 NM_001020372.29.29 6.1 6.48 ofd2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0042393//histone binding;GO:0016706//oxidoreductase activity, acting on paired donors, with incorporation or reduction of molecular oxygen, 2-oxoglutarate as one donor, and incorporation of one atom each of oxygen into both donors;GO:0031418//L-ascorbic acid binding;GO:0008198//ferrous iron bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006105//succinate metabolic process;GO:0061418//regulation of transcription from RNA polymerase II promoter in response to hypoxia;GO:0018126//protein hydroxylationNA NP_594941.1//2 OG-Fe(II) oxygenase superfamily protein Ofd2 [Schizosaccharomyces pombe 972h-]2-oxoglutarate-Fe(2+) oxygenase superfamily protein Ofd2 (ofd2), mRNA

NR_150060.1 NR_150060.1 6.25 4.36 11.28 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1200), miscRNA
NR_150266.1 NR_150266.1 0 1.2 0.92 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1388), miscRNA
NR_151251.1 NR_151251.1 0 2.11 50 NA GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0005628//prospore membraneGO:0005375//copper ion transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transport;GO:0097430//copper ion import into ascospore-type prosporeK08158;K08157XP_001713075.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.868), miscRNA
NR_150071.1 NR_150071.1 5.83 7.28 2.92 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0008483//transaminase activity;GO:0003824//catalytic activity;GO:0031071//cysteine desulfurase activityNA K04487//cysteine desulfurase [EC:2.8.1.7];K20247//hercynylcysteine S-oxide lyase [EC:4.4.1.36]NP_588249.1//hypothetical protein SPCC777.03c [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1210), miscRNA
NR_151364.1 NR_151364.1 3.31 4.71 3.42 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0000309//nicotinamide-nucleotide adenylyltransferase activity;GO:0005524//ATP binding;GO:0016779//nucleotidyltransferase activity;GO:0003824//catalytic activityGO:0034356//NAD biosynthesis via nicotinamide riboside salvage pathway;GO:0009058//biosynthetic process;GO:0009435//NAD biosynthetic processK19785 NP_594483.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.971), miscRNA

2541659 NM_001018262.29.63 9.76 6.87 tra2 GO:0000124//SAGA complex;GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0046695//SLIK (SAGA-like) complexGO:0004402//histone acetyltransferase activity;GO:0016301//kinase activityGO:0006281//DNA repair;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0016573//histone acetylationK08874//transformation/transcription domain-associated proteinNP_592862.1//phosphatidylinositol kinase-related protein Tra2 [Schizosaccharomyces pombe 972h-]phosphatidylinositol kinase-like protein Tra2 (tra2), mRNA
2542708 NM_001019990.211.91 9.35 4.86 uso1 GO:0005795//Golgi stack;GO:0005856//cytoskeleton;GO:0005783//endoplasmic reticulum;GO:0043234//protein complex;GO:0005789//endoplasmic reticulum membrane;GO:0012507//ER to Golgi transport vesicle membrane;GO:0000139//Golgi membraneGO:0008565//protein transporter activityGO:0006886//intracellular protein transport;GO:0035493//SNARE complex assembly;GO:0061025//membrane fusion;GO:0048280//vesicle fusion with Golgi apparatus;GO:0048211//Golgi vesicle docking;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0045056//transcytosisK20361 NP_594561.2//ER to Golgi tethering factor Uso1 (predicted) [Schizosaccharomyces pombe 972h-]putative tethering factor Uso1 (uso1), partial mRNA
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NR_150073.1 NR_150073.1 3.2 4.33 4.84 NA GO:0005634//nucleus;GO:0005739//mitochondrionGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0102266//tRNA-dihydrouridine20a synthase activity;GO:0017150//tRNA dihydrouridine synthase activity;GO:0004672//protein kinase activity;GO:0050660//flavin adenine dinucleotide bindingGO:0002943//tRNA dihydrouridine synthesis;GO:0006400//tRNA modification;GO:1905746//positive regulation of mRNA cis splicing, via spliceosome;GO:0070317//negative regulation of G0 to G1 transition;GO:0045292//mRNA cis splicing, via spliceosomeK05545//tRNA-dihydrouridine synthase 4 [EC:1.3.1.90];K08827//serine/threonine-protein kinase PRP4 [EC:2.7.11.1]NP_588261.1//serine/threonine protein kinase Prp4 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1212), miscRNA
NR_149846.1 NR_149846.1 6.33 7.52 5.2 NA GO:0005739//mitochondrionNA NA NA NP_594655.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1007), miscRNA
NR_149875.1 NR_149875.1 1.77 3.26 14.38 NA GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0031505//fungal-type cell wall organizationK03355//anaphase-promoting complex subunit 8NP_594764.2//TPR repeat protein, TTC27 family [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1033), miscRNA
NR_151313.1 NR_151313.1 5.69 3.87 2.63 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.924), miscRNA
NR_151357.1 NR_151357.1 4.32 4.84 21.28 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.964), miscRNA
NR_151236.1 NR_151236.1 3.58 3.06 4.59 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.854), miscRNA

2542020 NM_001018792.210.98 12.83 6.88 mug86 GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0032580//Golgi cisterna membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0015123//acetate transmembrane transporter activityGO:0006847//plasma membrane acetate transport;GO:0051321//meiotic cell cycleK07034//uncharacterized proteinNP_593360.1//acetate transmembrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative acetate transmembrane transporter (mug86), mRNA
NR_150961.1 NR_150961.1 7.48 8.78 3.72 NA GO:0051286//cell tip;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004012//phospholipid-translocating ATPase activityGO:0045332//phospholipid translocation;GO:0006950//response to stressK14715//solute carrier family 39 (zinc transporter), member 9NP_594249.1//RTA1-like protein [Schizosaccharomyces pombe 972h-]translationally silent transcript from tco1 locus (SPNCRNA.600), miscRNA

2540458 NM_001021970.24.78 3.76 10.41 rec8 GO:0000228//nuclear chromosome;GO:0000941//condensed nuclear chromosome inner kinetochore;GO:0005634//nucleus;GO:0071686//horsetail nucleus;GO:0031618//nuclear pericentric heterochromatin;GO:0000790//nuclear chromatin;GO:0034991//nuclear meiotic cohesin complexGO:0003682//chromatin bindingGO:0007129//synapsis;GO:0006302//double-strand break repair;GO:0010789//meiotic sister chromatid cohesion involved in meiosis I;GO:0051455//attachment of spindle microtubules to kinetochore involved in homologous chromosome segregation;GO:0051754//meiotic sister chromatid cohesion, centromericK12780;K13054//meiotic recombination protein REC8, animal typeNP_596059.1//meiotic cohesin complex subunit Rec8 [Schizosaccharomyces pombe 972h-]meiotic cohesin complex subunit Rec8 (rec8), mRNA
NR_150759.1 NR_150759.1 4.37 3.89 7.83 NA GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0009378//four-way junction helicase activity;GO:0008270//zinc ion binding;GO:0043140//ATP-dependent 3'-5' DNA helicase activityGO:0000722//telomere maintenance via recombination;GO:0000724//double-strand break repair via homologous recombinationNA DAA05660.1//TPA_exp: sub-telomeric helicase RecQ [Schizosaccharomyces pombe]non-coding RNA, centromeric (predicted) (SPNCRNA.362), miscRNA
NR_150298.1 NR_150298.1 6.72 6.8 4.96 NA GO:0005635//nuclear envelope;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_595461.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1417), miscRNA

2542069 NM_001020047.15.68 5.9 5.47 ssm4 GO:0044732//mitotic spindle pole body;GO:0015630//microtubule cytoskeleton;GO:0005881//cytoplasmic microtubule;GO:0051285//cell cortex of cell tip;GO:0071687//horsetail nucleus leading edge;GO:0005868//cytoplasmic dynein complex;GO:0005819//spindle;GO:1903754//cortical microtubule plus-end;GO:0035974//meiotic spindle pole bodyNA GO:0007127//meiosis I;GO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0000743//nuclear migration involved in conjugation with cellular fusionK04648//dynactin 1;K11836//ubiquitin carboxyl-terminal hydrolase 5/13 [EC:3.4.19.12]NP_594619.1//p150-Glued [Schizosaccharomyces pombe 972h-]p150-Glued (ssm4), partial mRNA
NR_150529.1 NR_150529.1 3.57 4.35 7.52 NA GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005789//endoplasmic reticulum membraneNA GO:0034975//protein folding in endoplasmic reticulumNA NP_596554.1//ER protein folding protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1634), miscRNA

2538742 NM_001023507.26.52 7.26 13.53 alr1 GO:0005634//nucleus;GO:0005829//cytosolGO:0008784//alanine racemase activity;GO:0030378//serine racemase activityGO:0006522//alanine metabolic process;GO:0030632//D-alanine biosynthetic processK01775 NP_588518.1//alanine racemase Alr1 [Schizosaccharomyces pombe 972h-]alanine racemase Alr1 (alr1), mRNA
NR_150831.1 NR_150831.1 3.6 4.43 22.69 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.443), miscRNA
NR_150359.1 NR_150359.1 7.14 6.27 12.02 NA GO:0005783//endoplasmic reticulum;GO:0030176//integral component of endoplasmic reticulum membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0051020//GTPase binding;GO:0005085//guanyl-nucleotide exchange factor activity;GO:0005090//Sar guanyl-nucleotide exchange factor activity;GO:0005096//GTPase activator activityGO:0009306//protein secretion;GO:0032120//ascospore-type prospore membrane assembly;GO:0031321//ascospore-type prospore assembly;GO:0030437//ascospore formation;GO:0003400//regulation of COPII vesicle coating;GO:0006888//ER to Golgi vesicle-mediated transportK14003//prolactin regulatory element-binding proteinXP_001713132.1//GDP/GTP exchange factor, WD repeat protein Spo14 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1473), miscRNA

2540014 NM_001022370.25.07 5.52 3.03 trs31 GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005635//nuclear envelope;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0030008//TRAPP complexNA GO:0006886//intracellular protein transport;GO:0048193//Golgi vesicle transport;GO:0006888//ER to Golgi vesicle-mediated transportK20280//trafficking protein particle complex subunit 5NP_596451.1//TRAPP complex subunit Trs31 (predicted) [Schizosaccharomyces pombe 972h-]putative TRAPP complex subunit Trs31 (trs31), mRNA
2541265 NM_001021677.28.67 9.12 3.26 tra1 GO:0035267//NuA4 histone acetyltransferase complex;GO:0000124//SAGA complex;GO:0070209//ASTRA complex;GO:0046695//SLIK (SAGA-like) complexGO:0004402//histone acetyltransferase activity;GO:0016301//kinase activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0010674//negative regulation of transcription from RNA polymerase II promoter involved in meiotic cell cycle;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylationK08874//transformation/transcription domain-associated proteinNP_595777.1//SAGA complex phosphatidylinositol pseudokinase Tra1 [Schizosaccharomyces pombe 972h-]SAGA complex phosphatidylinositol pseudokinase Tra1 (tra1), partial mRNA

NR_150402.1 NR_150402.1 1.17 0.67 0.25 NA GO:0000329//fungal-type vacuole membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0031166//integral component of vacuolar membraneGO:0015188//L-isoleucine transmembrane transporter activity;GO:0015189//L-lysine transmembrane transporter activity;GO:0015182//L-asparagine transmembrane transporter activityGO:1903714//isoleucine transmembrane transport;GO:1990591//asparagine transmembrane import into vacuole;GO:1901482//L-lysine import involved in cellular response to nitrogen starvationK22134;K10866//DNA repair protein RAD50 [EC:3.6.-.-]NP_596009.1//vacuolar membrane amino acid uptake transporter Fnx1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1514), miscRNA
NR_150284.1 NR_150284.1 9.88 9.43 6.77 NA GO:0005634//nucleusGO:0046872//metal ion binding;GO:0008409//5'-3' exonuclease activity;GO:0070336//flap-structured DNA binding;GO:0004528//phosphodiesterase I activity;GO:0017108//5'-flap endonuclease activity;GO:0004518//nuclease activityGO:0036297//interstrand cross-link repair;GO:0000724//double-strand break repair via homologous recombinationK15363//fanconi-associated nuclease 1 [EC:3.1.21.- 3.1.4.1]NP_595395.1//fanconi-associated nuclease 1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1404), miscRNA
NR_151379.1 NR_151379.1 5.1 4.09 7.31 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.985), miscRNA

2540897 NM_001021222.25.45 4.51 14.86 SPBC530.02 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK08157 NP_595315.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPBC530.02), partial mRNA
NR_149919.1 NR_149919.1 6.86 8.01 0 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1073), miscRNA
NR_150924.1 NR_150924.1 7.07 8.17 2.26 NA GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0004521//endoribonuclease activity;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0006397//mRNA processing;GO:0030968//endoplasmic reticulum unfolded protein response;GO:0000956//nuclear-transcribed mRNA catabolic processK08852//serine/threonine-protein kinase/endoribonuclease IRE1 [EC:2.7.11.1 3.1.26.-]NP_593384.1//serine/threonine protein kinase Ppk4/ sensor for unfolded proteins in the ER (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.555), miscRNA
NR_150341.1 NR_150341.1 4.48 6.41 3.64 NA GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0005739//mitochondrion;GO:0071013//catalytic step 2 spliceosomeNA GO:0045292//mRNA cis splicing, via spliceosomeNA NP_595704.1//hypothetical protein SPBC2F12.12c [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1456), miscRNA

2539999 NM_001021340.210.28 10.27 8.92 rsc4 GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0005829//cytosol;GO:0000790//nuclear chromatinNA GO:0006338//chromatin remodeling;GO:0006355//regulation of transcription, DNA-templated;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templatedK11757//protein polybromo-1;K01265//methionyl aminopeptidase [EC:3.4.11.18];K11759NP_595432.1//RSC complex subunit Rsc4 [Schizosaccharomyces pombe 972h-]RSC complex subunit Rsc4 (rsc4), mRNA
NR_150570.1 NR_150570.1 6.28 3.97 26.69 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1674), miscRNA

2543185 NM_001019432.26.24 4.46 6.44 rgg8 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionNA NA NA NP_594006.2//mitochondrial protein Rgg8 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Rgg8 (rgg8), partial mRNA
NR_151161.1 NR_151161.1 2.41 1.7 7.32 NA GO:0000329//fungal-type vacuole membrane;GO:0030479//actin cortical patch;GO:0005770//late endosome;GO:0005794//Golgi apparatus;GO:0005777//peroxisome;GO:0031966//mitochondrial membrane;GO:0005737//cytoplasmGO:1990606//membrane scission GTPase motor activity;GO:0005525//GTP binding;GO:0008017//microtubule binding;GO:0003924//GTPase activityGO:0007031//peroxisome organization;GO:0030036//actin cytoskeleton organization;GO:0099050//vesicle scission;GO:0003374//dynamin family protein polymerization involved in mitochondrial fission;GO:0045053//protein retention in Golgi apparatus;GO:0061025//membrane fusion;GO:0006623//protein targeting to vacuole;GO:0060988//lipid tube assembly;GO:0006897//endocytosis;GO:0000266//mitochondrial fission;GO:0016559//peroxisome fissionK17065//dynamin 1-like protein [EC:3.6.5.5]XP_001713062.1//dynamin family protein Vps1 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.785), miscRNA

2542117 NM_001019668.24.22 5.01 18.12 SPAC17A2.11GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneNA NA NA NP_594245.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC17A2.11), mRNA
2541472 NM_001019483.17.24 6.6 4.37 mug82 GO:0005762//mitochondrial large ribosomal subunit;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0016150//translation release factor activity, codon nonspecific;GO:0003747//translation release factor activity;GO:0004045//aminoacyl-tRNA hydrolase activityGO:0051321//meiotic cell cycle;GO:0070126//mitochondrial translational termination;GO:0072344//rescue of stalled ribosomeK15033//peptidyl-tRNA hydrolase ICT1 [EC:3.1.1.29]NP_594059.1//mitochondrial translation release factor (predicted) [Schizosaccharomyces pombe 972h-]putative translation release factor (mug82), partial mRNA

NR_151345.1 NR_151345.1 1.28 1.26 2.27 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.953), miscRNA
NR_150806.1 NR_150806.1 5.48 1.3 5.42 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.412), miscRNA
NR_151021.1 NR_151021.1 10.02 14.13 11.08 NA GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005829//cytosolGO:0004521//endoribonuclease activity;GO:0003723//RNA binding;GO:0046872//metal ion bindingGO:0098789//pre-mRNA cleavage required for polyadenylation;GO:0006378//mRNA polyadenylationK14404//cleavage and polyadenylation specificity factor subunit 4NP_592962.1//mRNA cleavage and polyadenylation specificity factor complex Yth1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.657), miscRNA

2540091 NM_001355872.1 8.1 11.95 44.23 SPBC1685.12cNA NA NA NA NP_595216.1//hypothetical protein SPBC1685.12c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1685.12c), mRNA
NR_150342.1 NR_150342.1 4.05 4.78 5.23 NA GO:0005634//nucleusGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templated;GO:0010672//regulation of transcription from RNA polymerase II promoter involved in meiotic cell cycleK09051 NP_595707.1//transcription factor, Atf-CREB family Atf21 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1457), miscRNA
NR_150013.1 NR_150013.1 9.23 8.07 37.83 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1159), miscRNA
NR_150211.1 NR_150211.1 12.66 11.24 9.69 NA GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0000139//Golgi membraneGO:0000026//alpha-1,2-mannosyltransferase activity;GO:0000030//mannosyltransferase activityGO:0000032//cell wall mannoprotein biosynthetic process;GO:0006486//protein glycosylation;GO:0006487//protein N-linked glycosylation;GO:0035268//protein mannosylationK03854 NP_595123.2//alpha-1,2-mannosyltransferase Omh4 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1337), miscRNA
NR_150522.1 NR_150522.1 7.49 8.12 12.3 NA GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0016363//nuclear matrix;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0008536//Ran GTPase binding;GO:0000049//tRNA binding;GO:0005525//GTP binding;GO:0018423//protein C-terminal leucine carboxyl O-methyltransferase activity;GO:0003880//protein C-terminal carboxyl O-methyltransferase activityGO:0071528//tRNA re-export from nucleus;GO:0006409//tRNA export from nucleus;GO:0006481//C-terminal protein methylation;GO:0010506//regulation of autophagy;GO:0008033//tRNA processingK14288//exportin-T;K18203//[phosphatase 2A protein]-leucine-carboxy methyltransferase [EC:2.1.1.233]NP_596516.1//karyopherin exportin T Los1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1628), miscRNA

2540249 NM_001022070.26.01 5.99 4.73 duo1 GO:0072686//mitotic spindle;GO:0042729//DASH complex;GO:0005874//microtubule;GO:0005737//cytoplasmGO:0051010//microtubule plus-end bindingGO:0000278//mitotic cell cycle;GO:0051301//cell division;GO:1990758//mitotic sister chromatid biorientationNA NP_596151.1//DASH complex subunit Duo1 [Schizosaccharomyces pombe 972h-]DASH complex subunit Duo1 (duo1), mRNA
2540624 NM_001021870.23.76 6.17 3.39 cdc14 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0030120//vesicle coat;GO:0019028//viral capsid;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0043001//Golgi to plasma membrane protein transport;GO:0031028//septation initiation signalingK02925//large subunit ribosomal protein L3eNP_595962.1//folliculin bhd1 [Schizosaccharomyces pombe 972h-]SIN component Cdc14 (cdc14), mRNA
2543478 NM_001019488.210.2 10.84 6.5 slx4 GO:0030875//rDNA protrusion;GO:0005634//nucleus;GO:0033557//Slx1-Slx4 complex;GO:0030874//nucleolar chromatinGO:0017108//5'-flap endonuclease activityGO:0006281//DNA repair;GO:0000712//resolution of meiotic recombination intermediates;GO:0000727//double-strand break repair via break-induced replication;GO:0006260//DNA replication;GO:0000706//meiotic DNA double-strand break processing;GO:0043007//maintenance of rDNA;GO:0031297//replication fork processing;GO:0036297//interstrand cross-link repair;GO:1902969//mitotic DNA replicationNA NP_594064.1//structure-specific endonuclease subunit [Schizosaccharomyces pombe 972h-]structure-specific endonuclease subunit (slx4), mRNA

NR_151229.1 NR_151229.1 7.13 5.9 36.96 NA GO:0072686//mitotic spindle;GO:0005654//nucleoplasm;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0000055//ribosomal large subunit export from nucleus;GO:0042254//ribosome biogenesisK14537//nuclear GTP-binding proteinNP_593896.1//ribosome export GTPase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.847), miscRNA
NR_151290.1 NR_151290.1 1.38 3.94 19.58 NA NA NA NA NA XP_001713081.1//hypothetical protein SPAC8E11.08c [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.903), miscRNA

2540627 NM_001022274.2 7.2 7.28 3.31 cdc20 GO:0000784//nuclear chromosome, telomeric region;GO:0008622//epsilon DNA polymerase complex;GO:0043596//nuclear replication forkGO:0008408//3'-5' exonuclease activity;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0008310//single-stranded DNA 3'-5' exodeoxyribonuclease activity;GO:0000166//nucleotide binding;GO:0008270//zinc ion binding;GO:0051539//4 iron, 4 sulfur cluster bindingGO:0006281//DNA repair;GO:0006260//DNA replication;GO:1903460//mitotic DNA replication leading strand elongation;GO:0045004//DNA replication proofreading;GO:0010964//regulation of chromatin silencing by small RNA;GO:0006287//base-excision repair, gap-filling;GO:0006279//premeiotic DNA replication;GO:0006325//chromatin organization;GO:1902975//mitotic DNA replication initiation;GO:0006297//nucleotide-excision repair, DNA gap fillingK02324//DNA polymerase epsilon subunit 1 [EC:2.7.7.7]NP_596354.1//DNA polymerase epsilon catalytic subunit Pol2 [Schizosaccharomyces pombe 972h-]DNA polymerase epsilon catalytic subunit Pol2 (cdc20), mRNA
NR_150370.1 NR_150370.1 5.05 4.72 8.25 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1483), miscRNA
NR_151049.1 NR_151049.1 7.07 5 3.84 NA GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneGO:0005381//iron ion transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0006810//transport;GO:1990925//mitochondrial iron ion transmembrane transport;GO:0006839//mitochondrial transportK15113//solute carrier family 25 (mitochondrial iron transporter), member 28/37NP_593068.1//mitochondrial iron ion transporter (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.682), miscRNA
NR_150314.1 NR_150314.1 6.7 4.87 3.04 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1431), miscRNA
NR_151332.1 NR_151332.1 6.35 5.67 15.46 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.941), miscRNA

2540647 NM_001021629.26.32 7.16 4.36 SPBC18H10.07GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0000790//nuclear chromatin;GO:0005768//endosome;GO:0048188//Set1C/COMPASS complex;GO:0005730//nucleolus;GO:0005829//cytosolGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0003682//chromatin binding;GO:0008270//zinc ion binding;GO:0036459//thiol-dependent ubiquitinyl hydrolase activity;GO:0003676//nucleic acid bindingGO:0071108//protein K48-linked deubiquitination;GO:0045292//mRNA cis splicing, via spliceosome;GO:0051568//histone H3-K4 methylation;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0080182//histone H3-K4 trimethylation;GO:0016579//protein deubiquitination;GO:0070869//heterochromatin assembly involved in chromatin silencing;GO:0035871//protein K11-linked deubiquitinationK14962//COMPASS component SWD2;K11839//ubiquitin carboxyl-terminal hydrolase 8 [EC:3.4.19.12]NP_595732.2//ubiquitin C-terminal hydrolase Ubp4 [Schizosaccharomyces pombe 972h-]putative WW domain-binding protein 4 (SPBC18H10.07), mRNA
NR_150500.1 NR_150500.1 5.06 5.23 4.36 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1605), miscRNA

3361101 NM_001023162.16.37 3.65 7.3 wtf12 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmNA GO:0075297//negative regulation of ascospore formationNA NP_001018852.1//wtf element Wtf12 [Schizosaccharomyces pombe 972h-]wtf element Wtf12 (wtf12), partial mRNA
2539590 NM_001023247.29.47 9.23 9.85 SPCC777.11 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005789//endoplasmic reticulum membraneGO:0015036//disulfide oxidoreductase activityGO:0034976//response to endoplasmic reticulum stress;GO:0045454//cell redox homeostasisNA NP_588258.1//thioredoxin family protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC777.11), mRNA

14217771 NM_001355790.110.25 10.14 35.71 SPBC32F12.17GO:0016021//integral component of membraneNA NA NA XP_004001723.1//hypothetical protein SPBC32F12.17 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC32F12.17), mRNA
2541227 NM_001021178.14.63 5.39 11.3 frp2 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0005506//iron ion binding;GO:0050660//flavin adenine dinucleotide binding;GO:0000293//ferric-chelate reductase activity;GO:0052851//ferric-chelate reductase (NADPH) activity;GO:0016491//oxidoreductase activityGO:0006879//cellular iron ion homeostasis;GO:0035434//copper ion transmembrane transport;GO:0010106//cellular response to iron ion starvation;GO:0034755//iron ion transmembrane transport;GO:0033215//iron assimilation by reduction and transport;GO:0015677//copper ion import;GO:0015891//siderophore transportK21421//NADPH oxidase 2 [EC:1.-.-.-];K08008//NADPH oxidase 1NP_595271.1//ferric-chelate reductase Frp2 (predicted) [Schizosaccharomyces pombe 972h-]putative ferric-chelate reductase Frp2 (frp2), partial mRNA
2541006 NM_001022218.27.96 17.12 26.6 mug136 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0008375//acetylglucosaminyltransferase activity;GO:0016740//transferase activityGO:0051321//meiotic cell cycle;GO:0006487//protein N-linked glycosylationNA NP_596297.1//acetylglucosaminyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative acetylglucosaminyltransferase (mug136), mRNA
2543295 NM_001018626.23.28 4.26 2.92 SPAC56F8.15GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA NA NA NP_593229.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC56F8.15), mRNA

NR_149995.1 NR_149995.1 5.11 3.61 5.86 NA GO:0000778//condensed nuclear chromosome kinetochore;GO:0000785//chromatin;GO:0098654//CENP-A recruiting complex;GO:0005737//cytoplasmGO:0046872//metal ion bindingGO:0000070//mitotic sister chromatid segregation;GO:0051301//cell division;GO:0034080//CENP-A containing nucleosome assembly;GO:0061641//CENP-A containing chromatin organization;GO:0051382//kinetochore assemblyK11564//kinetochore protein Mis18NP_587854.2//kinetochore protein Mis18 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1142), miscRNA
2539065 NM_001022885.25.13 4.63 3.9 wtf10 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA GO:0075297//negative regulation of ascospore formationNA NP_587893.1//wtf element Wtf10 [Schizosaccharomyces pombe 972h-]wtf element Wtf10 (wtf10), mRNA

NR_149975.1 NR_149975.1 4.91 5.43 20.95 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1124), miscRNA
NR_149866.1 NR_149866.1 2.97 2.57 6.67 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004435//phosphatidylinositol phospholipase C activity;GO:0005509//calcium ion binding;GO:0004871//signal transducer activityGO:0009395//phospholipid catabolic process;GO:0048017//inositol lipid-mediated signaling;GO:0034644//cellular response to UV;GO:0007165//signal transduction;GO:0019220//regulation of phosphate metabolic processK05857//phosphatidylinositol phospholipase C, delta [EC:3.1.4.11]NP_594734.1//phosphoinositide phospholipase C Plc1 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1025), miscRNA
NR_149986.1 NR_149986.1 3.22 1.89 2.16 NA NA NA NA NA NP_587789.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1134), miscRNA
NR_150404.1 NR_150404.1 4.62 4.01 2.92 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1516), miscRNA
NR_150603.1 NR_150603.1 8.43 14.59 100.2 NA GO:0005737//cytoplasmNA NA NA NP_594297.2//muskelin [Schizosaccharomyces pombe 972h-]antisense RNA (meu16), miscRNA

3361036 NM_001022711.212.24 8.57 6.49 ark1 GO:0072687//meiotic spindle;GO:1990023//mitotic spindle midzone;GO:0005737//cytoplasm;GO:0000775//chromosome, centromeric region;GO:0032133//chromosome passenger complex;GO:0005828//kinetochore microtubule;GO:1990385//meiotic spindle midzone;GO:0000939//condensed chromosome inner kinetochore;GO:0000778//condensed nuclear chromosome kinetochore;GO:0005876//spindle microtubuleGO:0035175//histone kinase activity (H3-S10 specific);GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:1901925//negative regulation of protein import into nucleus during spindle assembly checkpoint;GO:0045144//meiotic sister chromatid segregation;GO:0090267//positive regulation of mitotic cell cycle spindle assembly checkpoint;GO:1901673//regulation of mitotic spindle assembly;GO:0007094//mitotic spindle assembly checkpoint;GO:0007076//mitotic chromosome condensation;GO:0000070//mitotic sister chromatid segregation;GO:0034501//protein localization to kinetochore;GO:0090699//correction of merotelic kinetochore attachment, meiosis I;GO:0032465//regulation of cytokinesis;GO:0034503//protein localization to nucleolar rDNA repeats;GO:0098783//correction of merotelic kinetochore attachment, mitotic;GO:1902412//regulation of mitotic cytokinesis;GO:0051228//mitotic spindle disassembly;GO:0044774//mitotic DNA integrity checkpoint;GO:0033316//meiotic spindle assembly checkpoint;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0007052//mitotic spindle organization;GO:0051316//attachment of spindle microtubules to kinetochore involved in meiotic chromosome segregationK08850 NP_001018849.1//aurora-B kinase Ark1 [Schizosaccharomyces pombe 972h-]aurora-B kinase Ark1 (ark1), mRNA
NR_149839.1 NR_149839.1 3.33 3.81 7.12 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1000), miscRNA

2541638 NM_001018377.28.37 9.27 1.98 pol4 GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0051575//5'-deoxyribose-5-phosphate lyase activity;GO:0003896//DNA primase activityGO:0042276//error-prone translesion synthesis;GO:0006281//DNA repair;GO:0061674//gap filling involved in double-strand break repair via nonhomologous end joining;GO:1990506//mitotic DNA-dependent DNA replication;GO:0006303//double-strand break repair via nonhomologous end joining;GO:0006287//base-excision repair, gap-fillingK10981 NP_592977.1//DNA polymerase X family [Schizosaccharomyces pombe 972h-]DNA polymerase X family (pol4), mRNA
NR_150451.1 NR_150451.1 21.78 20.45 15.29 NA GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0004252//serine-type endopeptidase activity;GO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046872//metal ion bindingGO:0006351//transcription, DNA-templated;GO:0010672//regulation of transcription from RNA polymerase II promoter involved in meiotic cell cycle;GO:0042149//cellular response to glucose starvationK09467 NP_596183.1//transcription factor Rsv1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1560), miscRNA
NR_150812.1 NR_150812.1 3.09 3.24 8.21 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl42), miscRNA
NR_150167.1 NR_150167.1 1.73 3.1 3.06 NA NA NA NA NA NP_588571.1//hypothetical protein SPCC569.02c [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1298), miscRNA

2542271 NM_001356084.16.03 4.9 8.68 map3 GO:0005634//nucleus;GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0003949//1-(5-phosphoribosyl)-5-[(5-phosphoribosylamino)methylideneamino]imidazole-4-carboxamide isomerase activity;GO:0004932//mating-type factor pheromone receptor activityGO:0007186//G-protein coupled receptor signaling pathway;GO:0032005//signal transduction involved in conjugation with cellular fusion;GO:0051446//positive regulation of meiotic cell cycle;GO:0000162//tryptophan biosynthetic process;GO:0000105//histidine biosynthetic process;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0000749//response to pheromone involved in conjugation with cellular fusion;GO:0000755//cytogamyK04627;K01814//phosphoribosylformimino-5-aminoimidazole carboxamide ribotide isomerase [EC:5.3.1.16]NP_593942.1//pheromone M-factor receptor Map3 [Schizosaccharomyces pombe 972h-]pheromone M-factor receptor Map3 (map3), mRNA
NR_151375.1 NR_151375.1 5.26 4.01 7.54 NA NA NA NA NA XP_002742515.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.981), miscRNA

2540760 NM_001022260.26.81 5.02 4.19 ral2 GO:0005783//endoplasmic reticulum;GO:0005737//cytoplasmNA GO:0032488//Cdc42 protein signal transduction;GO:0000747//conjugation with cellular fusion;GO:0032005//signal transduction involved in conjugation with cellular fusion;GO:0010811//positive regulation of cell-substrate adhesion;GO:0010570//regulation of filamentous growthK15130 NP_596339.1//Ras1-Scd pathway protein Ral2 [Schizosaccharomyces pombe 972h-]Ras1-Scd pathway protein Ral2 (ral2), mRNA
2539647 NM_001356247.13.96 3.06 14.12 SPBC1711.15cGO:0005634//nucleusNA GO:0007131//reciprocal meiotic recombination;GO:0007059//chromosome segregationNA NP_595887.1//meiotic recombination protein Rec15 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1711.15c), mRNA
2542321 NM_001019473.212.66 13.3 5.78 mug74 GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_594048.2//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug74 (mug74), partial mRNA
2543144 NM_001019365.23.65 4.69 4.99 mug113 GO:0051286//cell tip;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0003824//catalytic activityGO:0051321//meiotic cell cycleNA NP_593937.1//T5orf172 family protein [Schizosaccharomyces pombe 972h-]protein mug113 (mug113), mRNA
2540354 NM_001021745.25.64 6.8 7.36 pdp1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunit;GO:0015935//small ribosomal subunit;GO:0000790//nuclear chromatinGO:0042393//histone binding;GO:0031493//nucleosomal histone binding;GO:0035064//methylated histone binding;GO:0003690//double-stranded DNA binding;GO:1990889//H4K20me3 modified histone binding;GO:0003735//structural constituent of ribosome;GO:0031492//nucleosomal DNA binding;GO:0019843//rRNA bindingGO:0006338//chromatin remodeling;GO:0002181//cytoplasmic translation;GO:0070510//regulation of histone H4-K20 methylation;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0042254//ribosome biogenesis;GO:0016569//covalent chromatin modification;GO:0006412//translation;GO:0006974//cellular response to DNA damage stimulus;GO:0045903//positive regulation of translational fidelityK02997//small subunit ribosomal protein S9eNP_595841.1//PWWP domain protein Pdp1 [Schizosaccharomyces pombe 972h-]PWWP domain protein Pdp1 (pdp1), mRNA

NR_151320.1 NR_151320.1 7.48 8.91 4.26 NA GO:0005634//nucleus;GO:0000778//condensed nuclear chromosome kinetochore;GO:0005794//Golgi apparatus;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0005737//cytoplasm;GO:0005720//nuclear heterochromatinGO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0000070//mitotic sister chromatid segregation;GO:0072356//chromosome passenger complex localization to kinetochore;GO:0045143//homologous chromosome segregation;GO:0051301//cell division;GO:0006409//tRNA export from nucleusK08876//SCY1-like protein 1NP_594301.1//inner centromere protein, shugoshin Sgo2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.930), miscRNA
2538693 NM_001023239.24.69 5.18 3.33 SPCC777.03cGO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0008483//transaminase activity;GO:0015171//amino acid transmembrane transporter activity;GO:0031071//cysteine desulfurase activityNA K16261 NP_588250.1//amino acid transporter (predicted) [Schizosaccharomyces pombe 972h-]putative cysteine desulfurase nifs family protein (SPCC777.03c), mRNA

NR_150431.1 NR_150431.1 4.81 4.69 19.08 NA GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0001965//G-protein alpha-subunit binding;GO:0005085//guanyl-nucleotide exchange factor activity;GO:0005096//GTPase activator activityGO:0007186//G-protein coupled receptor signaling pathwayNA XP_004001720.1//synembryn ric8-like protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1542), miscRNA
2540243 NM_001021514.26.07 7.28 7.03 mok12 GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005628//prospore membrane;GO:0005619//ascospore wallGO:0004556//alpha-amylase activity;GO:0047657//alpha-1,3-glucan synthase activityGO:0030476//ascospore wall assembly;GO:0030979//alpha-glucan biosynthetic process;GO:0070600//fungal-type cell wall (1->3)-alpha-glucan biosynthetic process;GO:0070596//(1->3)-alpha-glucan biosynthetic processK00749 NP_595619.1//alpha-1,3-glucan synthase Mok12 [Schizosaccharomyces pombe 972h-]alpha-1,3-glucan synthase Mok12 (mok12), mRNA

NR_150875.1 NR_150875.1 7.58 11.94 9.87 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.497), miscRNA
2542601 NM_001018596.25.41 4.33 27.75 mug125 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_593200.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug125 (mug125), mRNA

NR_151180.1 NR_151180.1 6.27 8.7 4.89 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0003910//DNA ligase (ATP) activity;GO:0008270//zinc ion bindingGO:0006273//lagging strand elongation;GO:0051103//DNA ligation involved in DNA repairK06640//serine/threonine-protein kinase ATR [EC:2.7.11.1];K10581//ubiquitin-conjugating enzyme E2 O [EC:2.3.2.24]NP_593655.2//zf PARP type zinc finger protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.802), miscRNA
NR_151065.1 NR_151065.1 3.5 4.39 4.38 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0008479//queuine tRNA-ribosyltransferase activityGO:0101030//tRNA-guanine transglycosylationK00773//queuine tRNA-ribosyltransferase [EC:2.4.2.29]NP_593138.1//queuine tRNA-ribosyltransferase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.697), miscRNA
NR_150440.1 NR_150440.1 17.19 15.77 0.29 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1550), miscRNA
NR_149977.1 NR_149977.1 5.36 8.4 3.72 NA GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0042254//ribosome biogenesisK14536//ribosome assembly protein 1 [EC:3.6.5.-]NP_587766.1//GTPase Ria1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1126), miscRNA
NR_151017.1 NR_151017.1 5.79 6.63 3.01 NA GO:0005829//cytosol;GO:0019005//SCF ubiquitin ligase complex;GO:0031461//cullin-RING ubiquitin ligase complexGO:0031625//ubiquitin protein ligase bindingGO:0006511//ubiquitin-dependent protein catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic processK03869//cullin 3NP_592949.1//cullin 3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.653), miscRNA
NR_150237.1 NR_150237.1 4.04 4.54 2.36 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1361), miscRNA
NR_150321.1 NR_150321.1 4.07 5 10.31 NA GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:1990023//mitotic spindle midzone;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0000775//chromosome, centromeric region;GO:0000307//cyclin-dependent protein kinase holoenzyme complex;GO:0005829//cytosol;GO:0035974//meiotic spindle pole bodyGO:0008353//RNA polymerase II carboxy-terminal domain kinase activity;GO:0004693//cyclin-dependent protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activity;GO:0097472//cyclin-dependent protein kinase activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0072435//response to mitotic G2 DNA damage checkpoint signaling;GO:0010468//regulation of gene expression;GO:0072429//response to intra-S DNA damage checkpoint signaling;GO:0031031//positive regulation of septation initiation signaling;GO:1903467//negative regulation of mitotic DNA replication initiation;GO:0031138//negative regulation of conjugation with cellular fusion;GO:1904537//negative regulation of mitotic telomere tethering at nuclear periphery;GO:1902424//negative regulation of attachment of mitotic spindle microtubules to kinetochore;GO:0098783//correction of merotelic kinetochore attachment, mitotic;GO:0016572//histone phosphorylation;GO:0031536//positive regulation of exit from mitosis;GO:1905785//negative regulation of anaphase-promoting complex-dependent catabolic process;GO:1900087//positive regulation of G1/S transition of mitotic cell cycle;GO:0007089//traversing start control point of mitotic cell cycle;GO:0030154//cell differentiation;GO:1990820//response to mitotic DNA integrity checkpoint signaling;GO:0001100//negative regulation of exit from mitosis;GO:1903380//positive regulation of mitotic chromosome condensation;GO:0051446//positive regulation of meiotic cell cycle;GO:1902845//negative regulation of mitotic spindle elongation;GO:2001033//negative regulation of double-strand break repair via nonhomologous end joining;GO:1905168//positive regulation of double-strand break repair via homologous recombination;GO:0010389//regulation of G2/M transition of mitotic cell cycle;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:1903465//positive regulation of mitotic cell cycle DNA replication;GO:0042307//positive regulation of protein import into nucleusK04563 NP_595629.1//cyclin-dependent protein kinase Cdk1/Cdc2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1438), miscRNA
NR_150538.1 NR_150538.1 5.49 3.76 4.23 NA NA GO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0008168//methyltransferase activity;GO:0016427//tRNA (cytosine) methyltransferase activityGO:0030488//tRNA methylationK17053 NP_596587.2//tRNA (cytosine) methyltransferase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1642), miscRNA
NR_150579.1 NR_150579.1 4.21 2.4 12.53 NA GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005739//mitochondrion;GO:0031422//RecQ helicase-Topo III complexGO:0003677//DNA binding;GO:0003917//DNA topoisomerase type I activity;GO:0003916//DNA topoisomerase activityGO:0000712//resolution of meiotic recombination intermediates;GO:0043007//maintenance of rDNA;GO:0007131//reciprocal meiotic recombination;GO:0007004//telomere maintenance via telomerase;GO:1902969//mitotic DNA replication;GO:0000018//regulation of DNA recombination;GO:0006265//DNA topological change;GO:0007064//mitotic sister chromatid cohesion;GO:0006301//postreplication repairK03165//DNA topoisomerase III [EC:5.99.1.2]NP_596761.1//DNA topoisomerase III [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1682), miscRNA
NR_150050.1 NR_150050.1 7.07 4.78 2.53 NA GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0075297//negative regulation of ascospore formation;GO:0051321//meiotic cell cycleNA NP_588172.1//wtf element Wtf11 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1192), miscRNA

3361478 NM_001355983.11.53 2.13 2.97 SPAC13A11.06GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellularGO:0016831//carboxy-lyase activity;GO:0004737//pyruvate decarboxylase activity;GO:0000287//magnesium ion binding;GO:0030976//thiamine pyrophosphate binding;GO:0047433//branched-chain-2-oxoacid decarboxylase activityGO:0006067//ethanol metabolic process;GO:0019655//glycolytic fermentation to ethanol;GO:0006090//pyruvate metabolic process;GO:0000949//aromatic amino acid family catabolic process to alcohol via Ehrlich pathway;GO:0006569//tryptophan catabolic process;GO:0006559//L-phenylalanine catabolic processK01568//pyruvate decarboxylase [EC:4.1.1.1]XP_001713041.1//pyruvate decarboxylase (predicted) [Schizosaccharomyces pombe 972h-]putative pyruvate decarboxylase (SPAC13A11.06), mRNA
NR_150084.1 NR_150084.1 7.1 5.73 1.96 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0016740//transferase activityGO:0006749//glutathione metabolic process;GO:1990748//cellular detoxificationK00799//glutathione S-transferase [EC:2.5.1.18]NP_588298.1//glutathione S-transferase Gst1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1222), miscRNA
NR_150106.1 NR_150106.1 4.75 3.35 20.3 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1242), miscRNA
NR_150994.1 NR_150994.1 4.91 5.39 13.4 NA GO:0005887//integral component of plasma membraneGO:0015079//potassium ion transmembrane transporter activityGO:0030007//cellular potassium ion homeostasis;GO:0042391//regulation of membrane potentialNA Q10065.1//RecName: Full=Potassium transport protein 2antisense RNA (predicted) (SPNCRNA.631), miscRNA

2540059 NM_001020976.24.16 3.43 1.96 SPBC1198.01GO:0005794//Golgi apparatusGO:0008270//zinc ion binding;GO:0016491//oxidoreductase activityGO:1990748//cellular detoxificationK18369//alcohol dehydrogenase [EC:1.1.1.-]NP_595070.1//glutathione-dependent formaldehyde dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative glutathione-dependent formaldehyde dehydrogenase (SPBC1198.01), mRNA
2542365 NM_001018332.25.75 5.38 3.05 tht1 GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0031301//integral component of organelle membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmNA GO:0048288//nuclear membrane fusion involved in karyogamy;GO:0000742//karyogamy involved in conjugation with cellular fusionNA Q09684.2//RecName: Full=Nuclear fusion protein tht1; AltName: Full=Twin horsetail protein 1; Flags: Precursornuclear membrane protein Tht1 (tht1), mRNA
2543586 NM_001020126.23.31 3.39 3.28 dil1 GO:0005938//cell cortex;GO:0015630//microtubule cytoskeleton;GO:0005737//cytoplasm;GO:0030981//cortical microtubule cytoskeleton;GO:0071687//horsetail nucleus leading edge;GO:0005868//cytoplasmic dynein complex;GO:0005829//cytosol;GO:1903754//cortical microtubule plus-end;GO:0035974//meiotic spindle pole bodyGO:0003777//microtubule motor activity;GO:0045504//dynein heavy chain bindingGO:0007018//microtubule-based movement;GO:0000226//microtubule cytoskeleton organization;GO:0030989//dynein-driven meiotic oscillatory nuclear movementNA NP_594698.2//dynein intermediate light chain Dil1 [Schizosaccharomyces pombe 972h-]dynein intermediate light chain Dil1 (dil1), mRNA

NR_151277.1 NR_151277.1 5.33 4.54 9.18 NA GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0030008//TRAPP complex;GO:0005801//cis-Golgi networkGO:0017112//Rab guanyl-nucleotide exchange factor activityGO:0006810//transport;GO:0006886//intracellular protein transport;GO:0006888//ER to Golgi vesicle-mediated transportK20300//trafficking protein particle complex subunit 1NP_594073.1//TRAPP complex subunit Bet5 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.891), miscRNA
NR_150194.1 NR_150194.1 9.23 10.14 9.63 NA GO:0005634//nucleus;GO:0016021//integral component of membraneGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedNA AAF13704.1//C2H2 zinc finger protein Zas1A [Schizosaccharomyces pombe]antisense RNA (predicted) (SPNCRNA.1321), miscRNA
NR_151317.1 NR_151317.1 9.23 7.19 64.45 NA GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0051082//unfolded protein bindingGO:0006457//protein folding;GO:0006950//response to stressNA NP_594297.2//muskelin [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.928), miscRNA
NR_151189.1 NR_151189.1 4.69 5.3 8.24 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.810), miscRNA
NR_150052.1 NR_150052.1 3.19 4.56 9.2 NA GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0031934//mating-type region heterochromatin;GO:0031618//nuclear pericentric heterochromatin;GO:0000786//nucleosome;GO:1902377//nuclear rDNA heterochromatin;GO:0000788//nuclear nucleosomeGO:0003677//DNA binding;GO:0046982//protein heterodimerization activityGO:0006342//chromatin silencing;GO:0034501//protein localization to kinetochore;GO:0006281//DNA repair;GO:0006325//chromatin organization;GO:0045739//positive regulation of DNA repair;GO:0007076//mitotic chromosome condensationK11251//histone H2ANP_588180.1//histone H2A alpha [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1194), miscRNA
NR_150279.1 NR_150279.1 3.44 2.01 15.61 NA GO:0005634//nucleus;GO:0071008//U2-type post-mRNA release spliceosomal complex;GO:0005681//spliceosomal complex;GO:0005816//spindle pole body;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0003677//DNA bindingGO:0006355//regulation of transcription, DNA-templated;GO:0045292//mRNA cis splicing, via spliceosome;GO:0000390//spliceosomal complex disassemblyK13103//tuftelin-interacting protein 11NP_594091.1//RNA-binding splicing factor (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (prl14), miscRNA
NR_150306.1 NR_150306.1 6.96 5.92 14.68 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1424), miscRNA
NR_150963.1 NR_150963.1 3.33 7.96 4.94 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.602), miscRNA
NR_151208.1 NR_151208.1 2.36 3.07 6.92 NA NA NA NA NA NP_593775.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.828), miscRNA

2542382 NM_001019527.15.03 5.1 1.39 SPAC6G10.06GO:0005770//late endosome;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0016491//oxidoreductase activityGO:0051321//meiotic cell cycle;GO:0042147//retrograde transport, endosome to GolgiK01228//mannosyl-oligosaccharide glucosidase [EC:3.2.1.106]NP_594103.1//FAD-dependent amino acid oxidase (predicted) [Schizosaccharomyces pombe 972h-]putative FAD-dependent amino acid oxidase (SPAC6G10.06), partial mRNA
2543246 NM_001356189.11.48 2.22 8.07 mfm1 GO:0005576//extracellular region;GO:0005886//plasma membraneGO:0000772//mating pheromone activityGO:0000747//conjugation with cellular fusion;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusionNA NP_594779.1//M-factor precursor Mfm1 [Schizosaccharomyces pombe 972h-]M-factor precursor Mfm1 (mfm1), mRNA
2539258 NM_001023453.27.22 3.18 0.83 mug55 GO:0005634//nucleus;GO:0043234//protein complexGO:0097027//ubiquitin-protein transferase activator activity;GO:0010997//anaphase-promoting complex binding;GO:1990757//ubiquitin ligase activator activityGO:1904668//positive regulation of ubiquitin protein ligase activity;GO:0051321//meiotic cell cycle;GO:0031145//anaphase-promoting complex-dependent catabolic processK12782;K03363//cell division cycle 20, cofactor of APC complexNP_588462.1//Cdc20/Fizzy subfamily WD repeat protein [Schizosaccharomyces pombe 972h-]Cdc20/Fizzy subfamily WD repeat protein (mug55), partial mRNA
2543638 NM_001018401.25.07 3.51 15.43 nab3 GO:0005634//nucleus;GO:0035649//Nrd1 complexGO:0008143//poly(A) binding;GO:0003723//RNA bindingGO:0031123//RNA 3'-end processing;GO:0030847//termination of RNA polymerase II transcription, exosome-dependentK15561 NP_593002.1//poly(A) binding protein Nab3 (predicted) [Schizosaccharomyces pombe 972h-]putative poly(A)-binding protein Nab3 (nab3), mRNA

NR_151125.1 NR_151125.1 3.36 4.75 16.42 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0043130//ubiquitin binding;GO:0019888//protein phosphatase regulator activityGO:0030435//sporulation resulting in formation of a cellular spore;GO:0007030//Golgi organization;GO:0051028//mRNA transport;GO:0061025//membrane fusion;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0051321//meiotic cell cycle;GO:0000045//autophagosome assembly;GO:0031468//nuclear envelope reassemblyK14012//UBX domain-containing protein 1NP_593429.1//UBX domain protein Ubx3, Cdc48 cofactor [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.752), miscRNA
2539711 NM_001020971.211.73 15.05 8.24 frp1 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0005506//iron ion binding;GO:0050660//flavin adenine dinucleotide binding;GO:0000293//ferric-chelate reductase activity;GO:0052851//ferric-chelate reductase (NADPH) activity;GO:0016491//oxidoreductase activityGO:0006879//cellular iron ion homeostasis;GO:0035434//copper ion transmembrane transport;GO:0010106//cellular response to iron ion starvation;GO:0034755//iron ion transmembrane transport;GO:0033215//iron assimilation by reduction and transport;GO:0015677//copper ion import;GO:0015891//siderophore transportK21421//NADPH oxidase 2 [EC:1.-.-.-]NP_595065.1//ferric-chelate reductase Frp1 [Schizosaccharomyces pombe 972h-]Fe(3+)-chelate reductase Frp1 (frp1), mRNA

NR_150931.1 NR_150931.1 5.07 5.04 8.16 NA GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005875//microtubule associated complex;GO:0005874//microtubule;GO:0000778//condensed nuclear chromosome kinetochore;GO:1990811//Msd1-Wdr8-Pkl1 complex;GO:0005737//cytoplasm;GO:0005871//kinesin complexGO:0043015//gamma-tubulin binding;GO:0005524//ATP binding;GO:0003777//microtubule motor activity;GO:0008569//ATP-dependent microtubule motor activity, minus-end-directed;GO:0008017//microtubule bindingGO:0007018//microtubule-based movement;GO:0010970//transport along microtubule;GO:1990810//microtubule anchoring at mitotic spindle pole body;GO:0000070//mitotic sister chromatid segregation;GO:0090307//mitotic spindle assembly;GO:0034613//cellular protein localization;GO:0000742//karyogamy involved in conjugation with cellular fusion;GO:0001578//microtubule bundle formation;GO:1990852//protein transport along microtubule to spindle pole bodyK10405//kinesin family member C1AAB88235.1//kinesin-like protein 1 [Schizosaccharomyces pombe]antisense RNA (predicted) (SPNCRNA.561), miscRNA
NR_151231.1 NR_151231.1 3.4 3.72 2.33 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0008478//pyridoxal kinase activity;GO:0005524//ATP bindingGO:0042823//pyridoxal phosphate biosynthetic process;GO:0009443//pyridoxal 5'-phosphate salvageK00868//pyridoxine kinase [EC:2.7.1.35]NP_593904.1//pyridoxine-pyridoxal-pyridoxamine kinase (predicted) [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.849), miscRNA
NR_150367.1 NR_150367.1 4.26 2.95 2.36 NA GO:0016021//integral component of membraneNA NA NA XP_004001713.1//hypothetical protein SPBC16E9.20 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1480), miscRNA
NR_151080.1 NR_151080.1 8.39 2.26 1.6 NA GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_593198.1//sequence orphan Meu31 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.710), miscRNA

2539708 NM_001022648.218.87 20.21 3.9 mug131 GO:0005794//Golgi apparatus;GO:0005739//mitochondrionNA GO:0051321//meiotic cell cycleK16330//pseudouridylate synthase / pseudouridine kinase [EC:4.2.1.70 2.7.1.83]NP_596723.1//hypothetical protein SPBC1861.06c [Schizosaccharomyces pombe 972h-]uncharacterized protein SPBC1861.06c (mug131), mRNA
NR_150228.1 NR_150228.1 10.13 9.41 15.05 NA GO:0005634//nucleus;GO:0000347//THO complex;GO:0005730//nucleolusGO:0003723//RNA bindingGO:0006406//mRNA export from nucleus;GO:0034243//regulation of transcription elongation from RNA polymerase II promoterK12881//THO complex subunit 4NP_595161.1//THO complex subunit (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1353), miscRNA
NR_150443.1 NR_150443.1 4.01 3.62 36.62 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1553), miscRNA
NR_150922.1 NR_150922.1 7.59 5.77 3.33 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellularGO:0016831//carboxy-lyase activity;GO:0004737//pyruvate decarboxylase activity;GO:0000287//magnesium ion binding;GO:0030976//thiamine pyrophosphate binding;GO:0047433//branched-chain-2-oxoacid decarboxylase activityGO:0006067//ethanol metabolic process;GO:0019655//glycolytic fermentation to ethanol;GO:0006090//pyruvate metabolic process;GO:0000949//aromatic amino acid family catabolic process to alcohol via Ehrlich pathway;GO:0006569//tryptophan catabolic process;GO:0006559//L-phenylalanine catabolic processK01568//pyruvate decarboxylase [EC:4.1.1.1]XP_001713041.1//pyruvate decarboxylase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.553), miscRNA
NR_151058.1 NR_151058.1 1.27 2.04 2.83 NA GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0003724//RNA helicase activity;GO:0003676//nucleic acid bindingGO:0006396//RNA processing;GO:0006397//mRNA processing;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0042254//ribosome biogenesisK14781 NP_593091.1//ATP-dependent RNA helicase Prh1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.690), miscRNA
NR_150058.1 NR_150058.1 1.68 0.84 81.16 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing RNA (predicted) (prl12), miscRNA
NR_150403.1 NR_150403.1 2.03 1.03 12.84 NA GO:0005829//cytosolGO:0097367//carbohydrate derivative binding;GO:0004360//glutamine-fructose-6-phosphate transaminase (isomerizing) activityGO:0006047//UDP-N-acetylglucosamine metabolic process;GO:0006541//glutamine metabolic process;GO:1901135//carbohydrate derivative metabolic process;GO:0006031//chitin biosynthetic process;GO:0006002//fructose 6-phosphate metabolic process;GO:0006487//protein N-linked glycosylation;GO:0006048//UDP-N-acetylglucosamine biosynthetic process;GO:0045229//external encapsulating structure organization;GO:0034221//fungal-type cell wall chitin biosynthetic processK00820//glucosamine---fructose-6-phosphate aminotransferase (isomerizing) [EC:2.6.1.16]NP_596011.1//glutamine-fructose-6-phosphate transaminase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1515), miscRNA
NR_150015.1 NR_150015.1 4.7 5.29 6.14 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005844//polysomeNA GO:0002181//cytoplasmic translationNA NP_587967.1//RWD domain-containing protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1160), miscRNA
NR_150993.1 NR_150993.1 6.61 4.52 3.48 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.630), miscRNA

2542774 NM_001018814.27.31 6.31 17.54 snu66 GO:0005634//nucleus;GO:0005681//spliceosomal complex;GO:0046540//U4/U6 x U5 tri-snRNP complexNA GO:0000481//maturation of 5S rRNA;GO:0045292//mRNA cis splicing, via spliceosome;GO:0000387//spliceosomal snRNP assemblyK11984//U4/U6.U5 tri-snRNP-associated protein 1NP_593382.1//U4/U6 x U5 tri-snRNP complex subunit Snu66 (predicted) [Schizosaccharomyces pombe 972h-]putative U4/U5/U6 small nuclear ribonucleoprotein complex subunit Snu66 (snu66), mRNA
NR_150487.1 NR_150487.1 6.05 4.47 18.73 NA GO:0005840//ribosome;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02883//large subunit ribosomal protein L18eNP_596397.1//60S ribosomal protein L18 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1594), miscRNA
NR_150423.1 NR_150423.1 3.6 3.24 0 NA GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0042254//ribosome biogenesis;GO:0032543//mitochondrial translationK19828//mitochondrial GTPase 1NP_596072.1//mitochondrial GTPase involved in translation Mtg1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1535), miscRNA
NR_150269.1 NR_150269.1 8.14 5.63 8.23 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1390), miscRNA

2539762 NM_001021117.24.17 8.49 4.39 cid11 GO:0005634//nucleus;GO:0005829//cytosolGO:0003723//RNA binding;GO:0004652//polynucleotide adenylyltransferase activity;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0016779//nucleotidyltransferase activityGO:0071050//snoRNA polyadenylation;GO:0016180//snRNA processing;GO:0006378//mRNA polyadenylationK13291//terminal uridylyltransferase [EC:2.7.7.52]NP_595210.1//poly(A) polymerase Cid11 (predicted) [Schizosaccharomyces pombe 972h-]putative poly(A) polymerase Cid11 (cid11), mRNA
2541911 NM_001018170.26.06 5.53 7.06 SPAC212.04cGO:0005774//vacuolar membrane;GO:0005783//endoplasmic reticulum;GO:0009897//external side of plasma membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_595038.1//hypothetical protein SPAC212.04c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC212.04c), mRNA

NR_150926.1 NR_150926.1 3.36 3.3 0 NA GO:0005634//nucleusNA GO:0032210//regulation of telomere maintenance via telomeraseK02896//large subunit ribosomal protein L24eNP_593533.1//conserved eukaryotic protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.557), miscRNA
2541543 NM_001018217.2 0.8 1.09 4.93 SPAC5H10.04GO:0005634//nucleus;GO:0005829//cytosolGO:0052690//trichloro-p-hydroquinone reductive dehalogenase activity;GO:0010181//FMN binding;GO:0018548//pentaerythritol trinitrate reductase activity;GO:0003959//NADPH dehydrogenase activity;GO:0016491//oxidoreductase activityGO:1990748//cellular detoxificationK00354 NP_592817.1//NADPH dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative NADPH dehydrogenase (SPAC5H10.04), mRNA

NR_150630.1 NR_150630.1 8.84 7.93 9.85 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.210), miscRNA
NR_150181.1 NR_150181.1 15.49 10.95 6.25 NA GO:0005634//nucleus;GO:0030998//linear elementNA GO:0007131//reciprocal meiotic recombination;GO:0031619//homologous chromosome orientation involved in meiotic metaphase I plate congressionNA NP_588229.1//meiotic recombination protein Rec7 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (tos2), miscRNA
NR_151133.1 NR_151133.1 0 0 5.97 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.76), miscRNA
NR_150480.1 NR_150480.1 3.38 4.17 3.66 NA GO:0016020//membrane;GO:0005634//nucleus;GO:0005829//cytosolGO:0008289//lipid binding;GO:0005525//GTP bindingGO:0070583//spore membrane bending pathwayK16945 XP_001713143.1//septin Spn7 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1588), miscRNA
NR_150309.1 NR_150309.1 16.85 24.3 45.79 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1427), miscRNA

2542389 NM_001018902.2 7.2 6.07 3.73 rec25 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005777//peroxisome;GO:0005778//peroxisomal membraneGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0007031//peroxisome organizationK13339//peroxin-6NP_593468.1//peroxin-6 (predicted) [Schizosaccharomyces pombe 972h-]meiotic recombination protein Rec25 (rec25), mRNA
NR_150779.1 NR_150779.1 4.02 7.33 15.86 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.383), miscRNA

2541604 NM_001020340.14.55 3.5 5.51 mek1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0030998//linear elementGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004683//calmodulin-dependent protein kinase activity;GO:0005516//calmodulin bindingGO:1904514//positive regulation of initiation of premeiotic DNA replication;GO:0035556//intracellular signal transduction;GO:0018107//peptidyl-threonine phosphorylation;GO:0010845//positive regulation of reciprocal meiotic recombination;GO:0018105//peptidyl-serine phosphorylation;GO:0007131//reciprocal meiotic recombination;GO:0034599//cellular response to oxidative stress;GO:0051598//meiotic recombination checkpointK12776 NP_594908.1//meiosis-specific serine/threonine protein kinase [Schizosaccharomyces pombe 972h-]meiosis-specific serine/threonine protein kinase (mek1), partial mRNA
2539558 NM_001355866.17.36 7.44 8.26 wtf4 GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0075297//negative regulation of ascospore formationNA XP_004001741.1//wtf element Wtf4 [Schizosaccharomyces pombe 972h-]wtf element Wtf4 (wtf4), partial mRNA

NR_150910.1 NR_150910.1 4.72 6.03 4.69 NA GO:0017087//mitochondrial processing peptidase complex;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0004222//metalloendopeptidase activity;GO:0008270//zinc ion bindingGO:0006627//protein processing involved in protein targeting to mitochondrionK01412//mitochondrial-processing peptidase subunit alpha [EC:3.4.24.64]NP_595859.2//mitochondrial processing peptidase(MPP) complex alpha subunit Mas2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.536), miscRNA
5802715 NM_001355915.15.22 6.43 2.86 SPCC338.03cGO:0005794//Golgi apparatus;GO:0016021//integral component of membraneNA GO:0051321//meiotic cell cycleNA XP_001713166.1//hypothetical protein SPCC338.03c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC338.03c), mRNA

NR_149884.1 NR_149884.1 9.88 2.94 3.61 NA GO:0005829//cytosolGO:0009039//urease activity;GO:0016151//nickel cation bindingGO:0043419//urea catabolic processK01427//urease [EC:3.5.1.5]XP_013018470.1//urease Ure2 [Schizosaccharomyces octosporus yFS286]antisense RNA (predicted) (SPNCRNA.1041), miscRNA
2539632 NM_001020985.2 5.3 7.92 6.82 slm5 GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0004816//asparagine-tRNA ligase activity;GO:0000049//tRNA binding;GO:0003676//nucleic acid bindingGO:0006421//asparaginyl-tRNA aminoacylation;GO:0032543//mitochondrial translationK01893//asparaginyl-tRNA synthetase [EC:6.1.1.22]NP_595079.1//mitochondrial asparagine-tRNA ligase Slm5 (predicted) [Schizosaccharomyces pombe 972h-]putative asparagine--tRNA (Asn) ligase Slm5 (slm5), mRNA

NR_151283.1 NR_151283.1 5.24 8.05 13.54 NA GO:0005634//nucleusGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046872//metal ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003676//nucleic acid bindingGO:0006357//regulation of transcription from RNA polymerase II promoterK09238;K09202NP_594109.1//transcription factor Ace2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.897), miscRNA
NR_150746.1 NR_150746.1 3.07 4.03 1.31 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl34), miscRNA

14217815 NM_001356243.111.71 9.94 8.71 SPBP23A10.17GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0005829//cytosol;GO:0016514//SWI/SNF complex;GO:0000790//nuclear chromatinNA GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templatedNA NP_595817.1//SWI/SNF and RSC complex subunit Ssr4 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBP23A10.17), mRNA
2541844 NM_001018644.26.21 6.63 12.42 SPAC22A12.17cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0009346//citrate lyase complexGO:0003878//ATP citrate synthase activity;GO:0005524//ATP bindingGO:0006101//citrate metabolic process;GO:0006085//acetyl-CoA biosynthetic process;GO:0006633//fatty acid biosynthetic processK01648//ATP citrate (pro-S)-lyase [EC:2.3.3.8]NP_593246.1//ATP-citrate synthase subunit 2 (predicted) [Schizosaccharomyces pombe 972h-]putative dehydrogenase (SPAC22A12.17c), mRNA
5802927 NM_001356130.1,NM_001356131.17.6 7.77 10.25 meu1-1 NA NA GO:0051321//meiotic cell cycleK20361;K12575;K20478//golgin subfamily B member 1XP_001713091.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein meu1-1 (meu1-1), partial mRNA

NR_151207.1 NR_151207.1 2.09 2.27 28.53 NA GO:0005634//nucleusNA GO:0051321//meiotic cell cycleNA NP_593771.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.827), miscRNA
NR_150110.1 NR_150110.1 5.49 3.86 0.88 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1246), miscRNA

2541921 NM_001018845.13.76 3.95 6.61 meu32 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0051321//meiotic cell cycleNA NP_593412.1//sequence orphan Meu32 [Schizosaccharomyces pombe 972h-]protein meu32 (meu32), partial mRNA
NR_150477.1 NR_150477.1 1.93 0.53 0 NA GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0015238//drug transmembrane transporter activity;GO:0000297//spermine transmembrane transporter activityGO:1903710//spermine transmembrane transport;GO:0055085//transmembrane transportK08158 NP_596314.1//spermine family transmembrane transporter Caf5 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1585), miscRNA
NR_150141.1 NR_150141.1 7.03 7.73 10.54 NA GO:0005829//cytosol;GO:0055087//Ski complex;GO:0005737//cytoplasm;GO:0042597//periplasmic spaceGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compoundsGO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decayK12600//superkiller protein 3NP_588487.1//Ski complex TPR repeat subunit Ski3 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1274), miscRNA

5802957 NM_001356166.14.31 3.52 2.56 SPAC9E9.02 GO:0016021//integral component of membraneNA NA NA XP_001713106.1//hypothetical protein SPAC9E9.02 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC9E9.02), mRNA
NR_149924.1 NR_149924.1 4.37 4.83 2.92 NA GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003712//transcription cofactor activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016573//histone acetylation;GO:0006366//transcription from RNA polymerase II promoterK11361 NP_594963.1//SAGA complex subunit Spt20 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1078), miscRNA

14218098 NM_001356023.13.98 3.33 33.12 SPAC343.21 GO:0016021//integral component of membraneNA NA NA XP_004001766.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC343.21), mRNA
2539202 NM_001023224.23.44 4.79 1.71 ppk33 GO:0005622//intracellularGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0018105//peptidyl-serine phosphorylation;GO:0035556//intracellular signal transductionK08793//serine/threonine kinase 32 [EC:2.7.11.1]NP_588234.1//serine/threonine protein kinase Ppk33 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk33 (ppk33), mRNA

NR_151358.1 NR_151358.1 4.61 4.62 2.58 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.965), miscRNA
NR_150925.1 NR_150925.1 6.11 5.16 2.86 NA GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_593473.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.556), miscRNA

2539156 NM_001023297.24.23 3.3 2.95 wtf16 GO:0005774//vacuolar membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0075297//negative regulation of ascospore formationNA NP_588307.2//wtf element Wtf16 [Schizosaccharomyces pombe 972h-]wtf element Wtf16 (wtf16), partial mRNA
NR_149908.1 NR_149908.1 1.96 1.85 5.07 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1063), miscRNA

2542306 NM_001020300.2 7.5 8.76 18.4 rga3 GO:0051286//cell tip;GO:0005829//cytosol;GO:0005622//intracellular;GO:0030428//cell septum;GO:0032153//cell division site;GO:0051285//cell cortex of cell tipGO:0046872//metal ion binding;GO:0005096//GTPase activator activityGO:0043087//regulation of GTPase activity;GO:0035556//intracellular signal transductionK19839 NP_594871.1//Rho-type GTPase activating protein Rga3 [Schizosaccharomyces pombe 972h-]Rho-type GTPase-activating protein Rga3 (rga3), mRNA
2542827 NM_001018675.21.31 9 3.99 cox1101 GO:0005759//mitochondrial matrix;GO:0005763//mitochondrial small ribosomal subunit;GO:0031304//intrinsic component of mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0008168//methyltransferase activity;GO:0005507//copper ion bindingGO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0032543//mitochondrial translation;GO:0006412//translationK02258//cytochrome c oxidase assembly protein subunit 11NP_593279.2//rsm22-cox11 tandem protein cox1101 [Schizosaccharomyces pombe 972h-]rsm22-cox11 tandem protein cox1101 (cox1101), mRNA
2541451 NM_001018499.27.53 8.66 11.56 sib1 GO:0005829//cytosolGO:0016879//ligase activity, forming carbon-nitrogen bonds;GO:0031177//phosphopantetheine binding;GO:1904091//peptidyl carrier protein activity;GO:0003824//catalytic activityGO:0006879//cellular iron ion homeostasis;GO:0031169//ferrichrome biosynthetic processK22148 NP_593102.1//ferrichrome synthetase Sib1 [Schizosaccharomyces pombe 972h-]ferrichrome synthetase Sib1 (sib1), mRNA
2540844 NM_001021905.21.79 1.59 53.3 SPBC1921.04cNA NA NA NA NP_595997.1//hypothetical protein SPBC1921.04c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1921.04c), mRNA

NR_150263.1 NR_150263.1 4.42 5.14 3.96 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1385), miscRNA
NR_151185.1 NR_151185.1 1.48 1.85 4.62 NA GO:0005634//nucleus;GO:0042175//nuclear outer membrane-endoplasmic reticulum membrane network;GO:0005829//cytosol;GO:0005789//endoplasmic reticulum membrane;GO:0019005//SCF ubiquitin ligase complexNA GO:0006979//response to oxidative stress;GO:0032443//regulation of ergosterol biosynthetic process;GO:0034599//cellular response to oxidative stress;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic processNA NP_593679.1//F-box protein Pof14 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.807), miscRNA
NR_150042.1 NR_150042.1 6.53 5.71 10.96 NA GO:0005794//Golgi apparatusNA NA NA NP_588137.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1185), miscRNA
NR_150714.1 NR_150714.1 3.02 2 6.19 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.301), miscRNA
NR_150954.1 NR_150954.1 6.66 10.92 6.35 NA GO:0005634//nucleus;GO:0071011//precatalytic spliceosome;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0003723//RNA bindingGO:0008380//RNA splicing;GO:0045292//mRNA cis splicing, via spliceosomeK12846//U4/U6.U5 tri-snRNP-associated protein 3NP_588243.1//U4/U6 x U5 tri-snRNP complex subunit (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.582), miscRNA
NR_150631.1 NR_150631.1 2.29 2.47 2.97 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.212), miscRNA

2541404 NM_001023887.21.36 2.22 78.95 SPBPB2B2.18GO:0005886//plasma membraneNA NA NA NP_596864.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBPB2B2.18), partial mRNA
NR_150452.1 NR_150452.1 1.78 2.27 2.67 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1561), miscRNA
NR_151047.1 NR_151047.1 7.12 4.91 2.55 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.680), miscRNA
NR_150711.1 NR_150711.1 4.98 4.91 6.4 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.299), miscRNA
NR_150100.1 NR_150100.1 4.4 3.85 10.65 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1237), miscRNA
NR_151077.1 NR_151077.1 5.25 5.45 7.76 NA GO:0000276//mitochondrial proton-transporting ATP synthase complex, coupling factor F(o);GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0015078//hydrogen ion transmembrane transporter activityGO:0015986//ATP synthesis coupled proton transport;GO:0033615//mitochondrial proton-transporting ATP synthase complex assembly;GO:0099132//ATP hydrolysis coupled cation transmembrane transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK02142 NP_593183.1//F0-ATPase subunit J (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.708), miscRNA
NR_150426.1 NR_150426.1 3.16 2.59 10.95 NA GO:0005634//nucleus;GO:0005654//nucleoplasmGO:0004843//thiol-dependent ubiquitin-specific protease activity;GO:0008270//zinc ion binding;GO:1990380//Lys48-specific deubiquitinase activityGO:0071108//protein K48-linked deubiquitination;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK11836//ubiquitin carboxyl-terminal hydrolase 5/13 [EC:3.4.19.12]NP_596085.1//ubiquitin C-terminal hydrolase Ubp14 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1538), miscRNA

2540712 NM_001021261.21.68 1.8 3.95 mcp5 GO:0005938//cell cortex;GO:0005739//mitochondrion;GO:0030981//cortical microtubule cytoskeletonGO:0015631//tubulin binding;GO:0043495//protein membrane anchor;GO:0106006//microtubule cortical anchor activity;GO:0005543//phospholipid bindingGO:0051012//microtubule sliding;GO:0000226//microtubule cytoskeleton organization;GO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0007059//chromosome segregation;GO:0000001//mitochondrion inheritance;GO:0032065//cortical protein anchoring;GO:0034613//cellular protein localization;GO:0032118//horsetail-astral microtubule organization;GO:0000266//mitochondrial fissionK20361;K17978;K10696//E3 ubiquitin-protein ligase BRE1 [EC:2.3.2.27]NP_595354.1//cortical anchoring factor for dynein Mcp5/Num1 [Schizosaccharomyces pombe 972h-]dynein-anchoring factor Mcp5/Num1 (mcp5), mRNA
NR_149998.1 NR_149998.1 4.05 5.33 9.25 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0003746//translation elongation factor activity;GO:0016740//transferase activityGO:0006749//glutathione metabolic process;GO:0002181//cytoplasmic translationK03233//elongation factor 1-gammaNP_587885.1//glutathione S-transferase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1145), miscRNA

2540934 NM_001021237.25.73 4.33 4.67 SPBC36.01c GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0000297//spermine transmembrane transporter activity;GO:0015606//spermidine transmembrane transporter activityGO:1903710//spermine transmembrane transport;GO:0055085//transmembrane transport;GO:1903711//spermidine transmembrane transportK08157 NP_595329.1//spermidine family transporter (predicted) [Schizosaccharomyces pombe 972h-]putative spermidine family transporter (SPBC36.01c), mRNA
NR_150067.1 NR_150067.1 2.28 3.69 5.12 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1207), miscRNA

2543351 NM_001019697.28.91 11.26 14.45 cgs1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005952//cAMP-dependent protein kinase complexGO:0030552//cAMP binding;GO:0016301//kinase activity;GO:0008603//cAMP-dependent protein kinase regulator activityGO:0046827//positive regulation of protein export from nucleus;GO:0051447//negative regulation of meiotic cell cycle;GO:2000480//negative regulation of cAMP-dependent protein kinase activity;GO:0110034//negative regulation of adenylate cyclase-activating glucose-activated G-protein coupled receptor signaling pathwayK04739//cAMP-dependent protein kinase regulatorNP_594274.1//cAMP-dependent protein kinase regulatory subunit Cgs1 [Schizosaccharomyces pombe 972h-]cAMP-dependent protein kinase regulatory subunit Cgs1 (cgs1), mRNA
5802838 NM_001355851.11.88 1.45 3.6 SPBCPT2R1.04cGO:0005774//vacuolar membrane;GO:0005783//endoplasmic reticulum;GO:0009897//external side of plasma membrane;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_595035.1//hypothetical protein SPAC212.01c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBCPT2R1.04c), mRNA
2538691 NM_001023435.29.18 9.04 4.99 SPCC126.01cGO:0005634//nucleus;GO:0005829//cytosolNA NA K03361 NP_588444.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC126.01c), mRNA

NR_150111.1 NR_150111.1 2.03 1.37 6 NA GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0005829//cytosolGO:0061630//ubiquitin protein ligase activity;GO:0000977//RNA polymerase II regulatory region sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001078//transcriptional repressor activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0006366//transcription from RNA polymerase II promoterK12236//transcriptional repressor NF-X1NP_588382.1//shuttle craft like transcriptional regulator (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1247), miscRNA
2543073 NM_001355971.11.99 2.28 5.37 SPAC806.05 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000309//nicotinamide-nucleotide adenylyltransferase activity;GO:0005524//ATP binding;GO:0004515//nicotinate-nucleotide adenylyltransferase activityGO:0034628//'de novo' NAD biosynthetic process from aspartate;GO:0009435//NAD biosynthetic processK06210//nicotinamide mononucleotide adenylyltransferase [EC:2.7.7.1 2.7.7.18]NP_592856.2//nicotinamide mononucleotide (NMN) adenylyltransferase (predicted) [Schizosaccharomyces pombe 972h-]ANC9 family protein (SPAC806.05), mRNA

NR_151113.1 NR_151113.1 4.46 3.11 4.96 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.740), miscRNA
2541564 NM_001020461.21.08 0 0.63 SPAC750.05cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_595031.1//hypothetical protein SPAC750.05c [Schizosaccharomyces pombe 972h-]transmembrane helix domain-containing protein (SPAC750.05c), mRNA

NR_150553.1 NR_150553.1 15.23 29.56 13.38 NA GO:0005951//carbamoyl-phosphate synthase complex;GO:0005634//nucleus;GO:0005739//mitochondrion;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004087//carbamoyl-phosphate synthase (ammonia) activity;GO:0005524//ATP binding;GO:0003824//catalytic activity;GO:0035064//methylated histone binding;GO:0004088//carbamoyl-phosphate synthase (glutamine-hydrolyzing) activityGO:0006807//nitrogen compound metabolic process;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0006526//arginine biosynthetic process;GO:0000050//urea cycle;GO:0006207//'de novo' pyrimidine nucleobase biosynthetic processK01955//carbamoyl-phosphate synthase large subunit [EC:6.3.5.5]NP_596684.1//PWWP domain protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1658), miscRNA
NR_151315.1 NR_151315.1 5.45 6.45 8.4 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0000166//nucleotide binding;GO:0052857//NADPHX epimerase activity;GO:0052856//NADHX epimerase activityGO:0006739//NADP metabolic process;GO:0046496//nicotinamide nucleotide metabolic process;GO:0006734//NADH metabolic processK17759//NAD(P)H-hydrate epimerase [EC:5.1.99.6]NP_594292.1//YjeF family pyridoxamine-phosphate oxidase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.926), miscRNA
NR_150340.1 NR_150340.1 4.06 2.07 3.99 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1455), miscRNA

14217181 NM_001355864.11.57 3.75 1.16 SPCC1235.18GO:0016021//integral component of membraneNA NA NA XP_004001740.1//hypothetical protein SPCC1235.18 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1235.18), mRNA
NR_151279.1 NR_151279.1 3.97 2.61 24.63 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.893), miscRNA
NR_151127.1 NR_151127.1 0 0 0 NA GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0050185//phosphatidylinositol deacylase activity;GO:0016788//hydrolase activity, acting on ester bondsGO:0016050//vesicle organization;GO:0046488//phosphatidylinositol metabolic process;GO:0006888//ER to Golgi vesicle-mediated transport;GO:0015031//protein transport;GO:0006621//protein retention in ER lumen;GO:0006505//GPI anchor metabolic processK05294//glycosylphosphatidylinositol deacylase [EC:3.-.-.-]NP_593441.1//GPI inositol deacylase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.754), miscRNA

2540687 NM_001021913.23.56 4.43 2.31 SPBC21D10.08cGO:0005634//nucleus;GO:0005829//cytosol;GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005758//mitochondrial intermembrane space;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0005507//copper ion bindingGO:0033617//mitochondrial respiratory chain complex IV assemblyK18172//COX assembly mitochondrial protein 2NP_596005.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC21D10.08c), mRNA
NR_151152.1 NR_151152.1 4.03 4.21 4.06 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.777), miscRNA
NR_150000.1 NR_150000.1 4.73 3.83 2.51 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1147), miscRNA
NR_150320.1 NR_150320.1 4.33 4.47 5.46 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1437), miscRNA

2542641 NM_001019465.22.27 4.15 3.35 spn5 GO:0016020//membrane;GO:0005634//nucleusGO:0005525//GTP bindingGO:0070583//spore membrane bending pathwayK16944//septin 7NP_594040.1//septin Spn5 [Schizosaccharomyces pombe 972h-]septin Spn5 (spn5), partial mRNA
NR_151200.1 NR_151200.1 0 0 0 NA GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0008536//Ran GTPase binding;GO:0008565//protein transporter activity;GO:0061608//nuclear import signal receptor activity;GO:0005525//GTP bindingGO:0006886//intracellular protein transport;GO:0006606//protein import into nucleus;GO:0042991//transcription factor import into nucleusK20224//importin-9NP_593739.2//karyopherin Kap14 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.820), miscRNA

2540969 NM_001021435.35.86 5.76 10.6 wsc1 NA NA GO:0007155//cell adhesionK19898 XP_446542.1//hypothetical protein [Candida glabrata CBS 138]putative transmembrane receptor Wsc1 (wsc1), mRNA
NR_150657.1 NR_150657.1 3.91 3.36 45.5 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.242), miscRNA
NR_150457.1 NR_150457.1 7.22 6.81 11.95 NA GO:0005829//cytosolNA NA K04536//guanine nucleotide-binding protein G(I)/G(S)/G(T) subunit beta-1;K03130//transcription initiation factor TFIID subunit 5NP_596212.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1566), miscRNA
NR_150482.1 NR_150482.1 1.74 2.46 1.42 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.159), miscRNA

2538887 NM_001355898.16.21 4.81 2.47 SPCC24B10.15GO:0005634//nucleus;GO:0005829//cytosolGO:0004521//endoribonuclease activityGO:0006351//transcription, DNA-templated;GO:0071032//nuclear mRNA surveillance of mRNP exportNA NP_588018.2//PIN domain-containing protein [Schizosaccharomyces pombe 972h-]putative RNA endoribonuclease (SPCC24B10.15), mRNA
2540640 NM_001021711.36.16 5.82 3.2 tam41 GO:0005759//mitochondrial matrix;GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0005739//mitochondrionGO:0004605//phosphatidate cytidylyltransferase activityGO:0032049//cardiolipin biosynthetic process;GO:0007006//mitochondrial membrane organization;GO:0016024//CDP-diacylglycerol biosynthetic processK17807//mitochondrial translocator assembly and maintenance protein 41NP_595808.3//mitochondrial matrix protein import protein Tam41 (predicted) [Schizosaccharomyces pombe 972h-]putative protein Tam41 (tam41), mRNA
2543104 NM_001020449.28.94 8.2 1.2 SPAC869.01 GO:0005829//cytosolGO:0016811//hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides;GO:0004040//amidase activityNA K01426//amidase [EC:3.5.1.4]NP_595018.1//amidase (predicted) [Schizosaccharomyces pombe 972h-]putative amidase (SPAC869.01), mRNA

NR_150318.1 NR_150318.1 3.34 3.15 43.47 NA GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0032153//cell division siteNA GO:0051321//meiotic cell cycleNA BAA21397.1//pi018 [Schizosaccharomyces pombe]antisense RNA (predicted) (SPNCRNA.1435), miscRNA
NR_151344.1 NR_151344.1 4.48 4.08 5.33 NA GO:0005759//mitochondrial matrix;GO:0005634//nucleus;GO:0005737//cytoplasmGO:0052906//tRNA (guanine(37)-N(1))-methyltransferase activityGO:0070901//mitochondrial tRNA methylation;GO:0002939//tRNA N1-guanine methylation;GO:0030488//tRNA methylationK15429//tRNA (guanine37-N1)-methyltransferase [EC:2.1.1.228]NP_001018269.2//tRNA (guanine) methyltransferase Trm5 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.952), miscRNA
NR_150582.1 NR_150582.1 3.2 3.68 10.48 NA GO:0005783//endoplasmic reticulum;GO:0009986//cell surface;GO:0009897//external side of plasma membrane;GO:0031225//anchored component of membraneGO:0004556//alpha-amylase activity;GO:0005509//calcium ion binding;GO:0103025//alpha-amylase activity (releasing maltohexaose)GO:0005975//carbohydrate metabolic process;GO:0008360//regulation of cell shape;GO:0009272//fungal-type cell wall biogenesis;GO:0016052//carbohydrate catabolic processK01176//alpha-amylase [EC:3.2.1.1]NP_596776.1//alpha-amylase 4 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1685), miscRNA

2543547 NM_001019784.23.58 3.29 3.41 SPAC926.02 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneNA NA NA NP_594363.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC926.02), mRNA
2539448 NM_001023046.26.72 6.02 2.41 naa40 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0004596//peptide alpha-N-acetyltransferase activity;GO:0004402//histone acetyltransferase activity;GO:0008080//N-acetyltransferase activity;GO:0010485//H4 histone acetyltransferase activity;GO:1990189//peptide-serine-N-acetyltransferase activity;GO:0043998//H2A histone acetyltransferase activityGO:0006474//N-terminal protein amino acid acetylation;GO:0017196//N-terminal peptidyl-methionine acetylation;GO:0043967//histone H4 acetylation;GO:0043968//histone H2A acetylation;GO:0016573//histone acetylationK20794//N-alpha-acetyltransferase 40 [EC:2.3.1.257]NP_588054.1//histone N-acetyltransferase Naa40 (predicted) [Schizosaccharomyces pombe 972h-]putative histone N-acetyltransferase Naa40 (naa40), mRNA

NR_150921.1 NR_150921.1 5.36 2.1 1.97 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0051575//5'-deoxyribose-5-phosphate lyase activity;GO:0003896//DNA primase activityGO:0042276//error-prone translesion synthesis;GO:0006281//DNA repair;GO:0061674//gap filling involved in double-strand break repair via nonhomologous end joining;GO:1990506//mitotic DNA-dependent DNA replication;GO:0006303//double-strand break repair via nonhomologous end joining;GO:0006287//base-excision repair, gap-fillingK10981 NP_592977.1//DNA polymerase X family [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.552), miscRNA
NR_150273.1 NR_150273.1 5.42 2.98 42.8 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1394), miscRNA
NR_151215.1 NR_151215.1 4.98 4.5 2.7 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.834), miscRNA
NR_150046.1 NR_150046.1 4.65 3.9 21.7 NA GO:0035861//site of double-strand break;GO:0005634//nucleusGO:0000405//bubble DNA binding;GO:0042802//identical protein binding;GO:0000014//single-stranded DNA endodeoxyribonuclease activity;GO:0003690//double-stranded DNA binding;GO:0000406//double-strand/single-strand DNA junction binding;GO:0003697//single-stranded DNA binding;GO:0070336//flap-structured DNA binding;GO:0000403//Y-form DNA binding;GO:0004519//endonuclease activityGO:0033314//mitotic DNA replication checkpoint;GO:0000729//DNA double-strand break processing;GO:1990918//double-strand break repair involved in meiotic recombination;GO:1990898//meiotic DNA double-strand break clipping;GO:1990899//meiotic DNA double-strand break resectioning;GO:0000706//meiotic DNA double-strand break processing;GO:0000724//double-strand break repair via homologous recombinationNA NP_588159.2//CtIP-related endonuclease [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1189), miscRNA
NR_149911.1 NR_149911.1 3.27 4.73 3.98 NA GO:0005634//nucleus;GO:0000502//proteasome complex;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0008540//proteasome regulatory particle, base subcomplexNA GO:0070682//proteasome regulatory particle assemblyK06693//26S proteasome non-ATPase regulatory subunit 9NP_594924.1//26S proteasome regulatory particle assembly protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1066), miscRNA

2540926 NM_001020962.29.28 16.37 15.17 mug14 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0030036//actin cytoskeleton organization;GO:0051321//meiotic cell cycleK18622//adducin;K01792//glucose-6-phosphate 1-epimerase [EC:5.1.3.15]NP_595056.1//adducin [Schizosaccharomyces pombe 972h-]adducin (mug14), mRNA
2539110 NM_001022672.27.41 8.03 9.27 SPCC757.02cNA GO:0003824//catalytic activity;GO:0016491//oxidoreductase activity;GO:0050662//coenzyme bindingNA K07241 NP_587677.1//epimarase (predicted) [Schizosaccharomyces pombe 972h-]putative epimarase (SPCC757.02c), mRNA
2539491 NM_001023361.26.82 6.27 4.28 SPCC737.08 GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorGO:0005524//ATP binding;GO:0005509//calcium ion binding;GO:0016887//ATPase activityGO:0000027//ribosomal large subunit assembly;GO:0006364//rRNA processingK14572//midasinNP_588370.1//midasin (predicted) [Schizosaccharomyces pombe 972h-]putative midasin (SPCC737.08), mRNA

NR_151276.1 NR_151276.1 3.62 3.35 2.92 NA GO:0005634//nucleusGO:0016279//protein-lysine N-methyltransferase activityGO:0018026//peptidyl-lysine monomethylation;GO:1990497//regulation of cytoplasmic translation in response to stressK05302//N-lysine methyltransferase SETD6 [EC:2.1.1.-]NP_594072.2//ribosome L32 lysine methyltransferase Set13 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.890), miscRNA
NR_150855.1 NR_150855.1 2.75 4.57 75.43 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.471), miscRNA
NR_150096.1 NR_150096.1 4.03 2.6 6.4 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0000500//RNA polymerase I upstream activating factor complexNA GO:0006351//transcription, DNA-templated;GO:0045943//positive regulation of transcription from RNA polymerase I promoterK15223//upstream activation factor subunit UAF30NP_588345.1//RNA polymerase I upstream activation factor complex subunit Spp27 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1233), miscRNA
NR_149876.1 NR_149876.1 7.04 8.92 9.94 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1034), miscRNA
NR_151140.1 NR_151140.1 4.61 3.43 25.95 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.766), miscRNA
NR_150674.1 NR_150674.1 5.41 4.28 3.97 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.261), miscRNA

2543110 NM_001018670.22.67 4.86 1.55 ggt2 GO:0005774//vacuolar membrane;GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneGO:0102953//hypoglycin A gamma-glutamyl transpeptidase activity;GO:0036374//glutathione hydrolase activityGO:0006751//glutathione catabolic process;GO:1990748//cellular detoxificationK18592//gamma-glutamyltranspeptidase / glutathione hydrolase / leukotriene-C4 hydrolase [EC:2.3.2.2 3.4.19.13 3.4.19.14]NP_593273.1//gamma-glutamyltranspeptidase Ggt2 [Schizosaccharomyces pombe 972h-]gamma-glutamyltranspeptidase Ggt2 (ggt2), mRNA
2541510 NM_001018629.15.05 3.7 4.86 mug103 GO:0005730//nucleolusNA GO:0051321//meiotic cell cycleNA NP_593232.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug103 (mug103), partial mRNA

NR_150729.1 NR_150729.1 3.51 0 0 NA NA NA NA NA XP_001713169.1//hypothetical protein SPCC417.15 [Schizosaccharomyces pombe 972h-]non-coding RNA, poly(A)-bearing (predicted) (prl32), miscRNA
NR_150412.1 NR_150412.1 1.89 2.24 7.7 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1524), miscRNA
NR_150147.1 NR_150147.1 7.83 7.16 8.44 NA NA NA NA K02727//20S proteasome subunit alpha 7 [EC:3.4.25.1]XP_002172045.1//20S proteasome component alpha 7 [Schizosaccharomyces japonicus yFS275]RNase P K-RNA (rrk1), miscRNA

14217965 NM_001356039.10.93 1.6 35.07 SPAC9G1.14 NA NA NA NA XP_004001770.1//hypothetical protein SPAC9G1.14 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC9G1.14), mRNA
NR_150307.1 NR_150307.1 4.12 4.35 3.74 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1425), miscRNA
NR_150818.1 NR_150818.1 3.67 2.34 3.72 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.427), miscRNA
NR_149945.1 NR_149945.1 3.94 4.29 6 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1098), miscRNA

2540464 NM_001022523.23.48 2.79 2.88 SPBC23E6.02GO:0005634//nucleus;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0061630//ubiquitin protein ligase activity;GO:0005524//ATP binding;GO:0008270//zinc ion binding;GO:0004386//helicase activity;GO:0140083//protein-DNA unloading ATPase activity;GO:0004003//ATP-dependent DNA helicase activityGO:1990505//mitotic DNA replication maintenance of fidelity;GO:0006281//DNA repair;GO:0042262//DNA protection;GO:0000724//double-strand break repair via homologous recombination;GO:0032435//negative regulation of proteasomal ubiquitin-dependent protein catabolic processK14663;K15083NP_596602.1//ATP-dependent DNA helicase (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent DNA helicase (SPBC23E6.02), mRNA
NR_150115.1 NR_150115.1 4.84 3.94 6.35 NA GO:0032040//small-subunit processome;GO:0005730//nucleolusGO:0070181//small ribosomal subunit rRNA bindingGO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingK14773//U3 small nucleolar RNA-associated protein 23NP_588391.1//rRNA processing protein Utp23 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1250), miscRNA
NR_149968.1 NR_149968.1 3.58 5.14 1.26 NA GO:0051286//cell tip;GO:0005887//integral component of plasma membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005886//plasma membrane;GO:0032153//cell division siteGO:0005353//fructose transmembrane transporter activity;GO:0005355//glucose transmembrane transporter activity;GO:0005351//sugar:proton symporter activityGO:0098708//glucose import across plasma membrane;GO:0051321//meiotic cell cycle;GO:1990539//fructose import across plasma membraneK08139 NP_587739.1//hexose transporter Ght6 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1118), miscRNA
NR_150061.1 NR_150061.1 4.44 9.56 9.85 NA GO:0005783//endoplasmic reticulum;GO:0070263//external side of fungal-type cell wall;GO:0010339//external side of cell wallGO:0050839//cell adhesion molecule bindingGO:0098609//cell-cell adhesion;GO:0007155//cell adhesion;GO:0043689//cell-cell adhesion involved in flocculationNA NP_588212.1//cell surface glycoprotein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1201), miscRNA
NR_149861.1 NR_149861.1 4.22 3.29 9.7 NA GO:0000324//fungal-type vacuole;GO:0019898//extrinsic component of membrane;GO:0005737//cytoplasm;GO:0005774//vacuolar membrane;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membrane;GO:0030659//cytoplasmic vesicle membraneGO:0080025//phosphatidylinositol-3,5-bisphosphate binding;GO:0032266//phosphatidylinositol-3-phosphate binding;GO:0035091//phosphatidylinositol bindingGO:0034497//protein localization to phagophore assembly site;GO:0006497//protein lipidation;GO:0044804//autophagy of nucleus;GO:0006914//autophagy;GO:0015031//protein transport;GO:0016236//macroautophagy;GO:0000422//autophagy of mitochondrionK17908//autophagy-related protein 18NP_594700.1//WD repeat protein involved in autophagy Atg18c [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1020), miscRNA

2539141 NM_001023378.26.28 7.72 1.98 SPCC18.08 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0030983//mismatched DNA binding;GO:0000049//tRNA binding;GO:0033699//DNA 5'-adenosine monophosphate hydrolase activity;GO:1990165//single-strand break-containing DNA binding;GO:0003676//nucleic acid binding;GO:0003697//single-stranded DNA binding;GO:0046872//metal ion binding;GO:0008270//zinc ion binding;GO:0004824//lysine-tRNA ligase activityGO:0016031//tRNA import into mitochondrion;GO:0070154//mitochondrial lysyl-tRNA aminoacylation;GO:0006430//lysyl-tRNA aminoacylation;GO:0006281//DNA repair;GO:0032543//mitochondrial translationK04567//lysyl-tRNA synthetase, class II [EC:6.1.1.6];K10863//aprataxin [EC:3.1.11.7 3.1.11.8 3.1.12.2]NP_588387.1//mitochondrial lysine-tRNA ligase (predicted) [Schizosaccharomyces pombe 972h-]putative lysine--tRNA (Lys) ligase (SPCC18.08), mRNA
NR_150139.1 NR_150139.1 4.72 5.33 3.27 NA GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0005635//nuclear envelope;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_588486.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1272), miscRNA
NR_151122.1 NR_151122.1 3.7 2.8 2.68 NA GO:0000408//EKC/KEOPS complex;GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005829//cytosolGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0016887//ATPase activityGO:0002949//tRNA threonylcarbamoyladenosine modification;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templated;GO:0070525//tRNA threonylcarbamoyladenosine metabolic processK08851//TP53 regulating kinase and related kinases [EC:2.7.11.1]NP_593411.1//serine/threonine protein kinase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.749), miscRNA
NR_150392.1 NR_150392.1 0.7 0.87 6.79 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1504), miscRNA

2541396 NM_001020951.211.92 13.55 1.05 SPBPB10D8.02cGO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0008484//sulfuric ester hydrolase activity;GO:0004065//arylsulfatase activityGO:0008152//metabolic process;GO:0046505//sulfolipid metabolic processK01130 NP_595046.1//arylsulfatase (predicted) [Schizosaccharomyces pombe 972h-]putative arylsulfatase (SPBPB10D8.02c), mRNA
NR_150590.1 NR_150590.1 2.63 2.57 7.36 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004033//aldo-keto reductase (NADP) activity;GO:0016491//oxidoreductase activityGO:0019568//arabinose catabolic process;GO:0042843//D-xylose catabolic processK00002//alcohol dehydrogenase (NADP+) [EC:1.1.1.2];K18097NP_596843.1//aldo/keto reductase involved in pentose catabolism (predicted) [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1692), miscRNA

2541394 NM_001023873.25.87 5.88 45.86 mug180 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0034084//steryl deacetylase activity;GO:0016787//hydrolase activityGO:0034210//sterol deacetylation;GO:0051321//meiotic cell cycle;GO:0009056//catabolic processK00854//xylulokinase [EC:2.7.1.17]NP_596850.1//esterase/lipase (predicted) [Schizosaccharomyces pombe 972h-]putative esterase/lipase (mug180), mRNA
NR_150243.1 NR_150243.1 4.51 0 35.31 NA NA NA NA NA NP_595216.1//hypothetical protein SPBC1685.12c [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1367), miscRNA
NR_151044.1 NR_151044.1 1.84 2.8 4.11 NA GO:0005634//nucleus;GO:0030686//90S preribosome;GO:0005730//nucleolusNA GO:0042254//ribosome biogenesis;GO:0000447//endonucleolytic cleavage in ITS1 to separate SSU-rRNA from 5.8S rRNA and LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14786//protein KRI1NP_593054.1//krr family protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.678), miscRNA

2539209 NM_001023116.25.36 6.38 2.14 tel1 GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0005829//cytosolGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:1904514//positive regulation of initiation of premeiotic DNA replication;GO:0006975//DNA damage induced protein phosphorylation;GO:0045739//positive regulation of DNA repair;GO:1904291//positive regulation of mitotic DNA damage checkpoint;GO:1990853//histone H2A SQE motif phosphorylation;GO:0000723//telomere maintenanceK04728//ataxia telangiectasia mutated family protein [EC:2.7.11.1]NP_588126.1//ATM checkpoint kinase [Schizosaccharomyces pombe 972h-]ATM checkpoint kinase (tel1), mRNA
NR_150232.1 NR_150232.1 1.32 0.83 1.19 NA GO:0000113//nucleotide-excision repair factor 4 complex;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0031080//nuclear pore outer ring;GO:0005737//cytoplasmGO:0003684//damaged DNA binding;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0008094//DNA-dependent ATPase activityGO:0016973//poly(A)+ mRNA export from nucleus;GO:0006289//nucleotide-excision repairK14301//nuclear pore complex protein Nup107NP_595178.1//ATP-dependent DNA helicase Rhp16b (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1357), miscRNA
NR_149955.1 NR_149955.1 3.54 2.12 10.27 NA GO:0016021//integral component of membraneNA NA NA XP_001713159.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1106), miscRNA
NR_150981.1 NR_150981.1 4.96 5.3 4.27 NA GO:0043234//protein complexGO:0097027//ubiquitin-protein transferase activator activity;GO:0010997//anaphase-promoting complex binding;GO:1990757//ubiquitin ligase activator activityGO:1904668//positive regulation of ubiquitin protein ligase activity;GO:0031145//anaphase-promoting complex-dependent catabolic processK12782;K03363//cell division cycle 20, cofactor of APC complexNP_592834.1//Cdc20/Fizzy subfamily WD repeat protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.619), miscRNA
NR_150347.1 NR_150347.1 8.53 11.78 41.19 NA GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0016282//eukaryotic 43S preinitiation complex;GO:0071541//eukaryotic translation initiation factor 3 complex, eIF3m;GO:0071540//eukaryotic translation initiation factor 3 complex, eIF3e;GO:0005829//cytosol;GO:0005852//eukaryotic translation initiation factor 3 complexGO:0090434//oleoyl-CoA ligase activity;GO:0003743//translation initiation factor activity;GO:0005524//ATP binding;GO:0090432//myristoyl-CoA ligase activity;GO:0102391//decanoate--CoA ligase activity;GO:0090433//palmitoyl-CoA ligase activityGO:0035336//long-chain fatty-acyl-CoA metabolic process;GO:0001732//formation of cytoplasmic translation initiation complexK01897//long-chain acyl-CoA synthetase [EC:6.2.1.3];K03248//translation initiation factor 3 subunit GNP_595726.1//long-chain-fatty-acid-CoA ligase Lcf1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1462), miscRNA
NR_150817.1 NR_150817.1 4.09 1.33 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.426), miscRNA
NR_150893.1 NR_150893.1 6.43 7.3 599.71 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.515), miscRNA
NR_151427.1 NR_151427.1 0 8.64 29.11 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.41), partial rRNA
NR_150838.1 NR_150838.1 2.74 2.88 18.16 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.451), miscRNA

2542302 NM_001018529.21.26 1.17 14.51 SPAC1687.23cGO:0005739//mitochondrionNA NA NA NP_593133.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1687.23c), mRNA
NR_150688.1 NR_150688.1 3.65 3.81 0.42 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.275), miscRNA

2539301 NM_001023165.22.12 1.71 2.24 SPCC622.03cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_588175.1//hypothetical protein SPCC622.03c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC622.03c), mRNA
NR_149979.1 NR_149979.1 2.04 1.66 5.96 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1128), miscRNA
NR_150692.1 NR_150692.1 7.01 7.15 5.94 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.279), miscRNA
NR_150822.1 NR_150822.1 4.86 7.89 11 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.432), miscRNA
NR_151053.1 NR_151053.1 3.18 2.72 2.57 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003729//mRNA binding;GO:0017061//S-methyl-5-thioadenosine phosphorylase activityGO:0006537//glutamate biosynthetic process;GO:0006166//purine ribonucleoside salvage;GO:0019509//L-methionine salvage from methylthioadenosineK00772//5'-methylthioadenosine phosphorylase [EC:2.4.2.28]NP_593076.1//S-methyl-5-thioadenosine phosphorylase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.686), miscRNA
NR_151032.1 NR_151032.1 5.46 4.83 19.29 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.667), miscRNA
NR_149989.1 NR_149989.1 6.13 7.56 7.43 NA GO:0005634//nucleus;GO:0005730//nucleolusGO:0101005//ubiquitinyl hydrolase activity;GO:0004843//thiol-dependent ubiquitin-specific protease activityGO:0006511//ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitinationK11855//ubiquitin carboxyl-terminal hydrolase 36/42 [EC:3.4.19.12]NP_587805.1//ubiquitin C-terminal hydrolase Ubp16 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1137), miscRNA

2540071 NM_001355799.14.64 4.89 10.91 brf1 GO:0000126//transcription factor TFIIIB complex;GO:0005634//nucleusGO:0001026//TFIIIB-type transcription factor activity;GO:0046872//metal ion binding;GO:0001029//RNA polymerase III type 3 promoter TFIIIB-type transcription factor activity;GO:0001156//TFIIIC-class transcription factor binding;GO:0000994//RNA polymerase III core binding;GO:0001006//RNA polymerase III type 3 promoter sequence-specific DNA binding;GO:0017025//TBP-class protein bindingGO:0045945//positive regulation of transcription from RNA polymerase III promoter;GO:0001112//DNA-templated transcriptional open complex formation;GO:0090074//negative regulation of protein homodimerization activity;GO:0070898//RNA polymerase III transcriptional preinitiation complex assembly;GO:0070893//transposon integrationK15196//transcription factor IIIB 90 kDa subunitNP_596265.2//transcription factor TFIIIB complex subunit Brf1 [Schizosaccharomyces pombe 972h-]transcription factor TFIIIB subunit Brf1 (brf1), mRNA
2541973 NM_001356106.13.57 3.72 8.54 bqt1 GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0071687//horsetail nucleus leading edge;GO:0005829//cytosol;GO:0035974//meiotic spindle pole bodyGO:0030674//protein binding, bridgingGO:0051321//meiotic cell cycle;GO:0051301//cell division;GO:0032121//meiotic attachment of telomeric heterochromatin to spindle pole bodyNA XP_001713078.1//bouquet formation protein Bqt1 [Schizosaccharomyces pombe 972h-]bouquet formation protein Bqt1 (bqt1), partial mRNA
2541860 NM_001018438.23.32 3.16 6.99 atf31 GO:0005634//nucleus;GO:0005829//cytosolGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0004003//ATP-dependent DNA helicase activityGO:0007131//reciprocal meiotic recombination;GO:0000724//double-strand break repair via homologous recombinationK10877//DNA repair and recombination protein RAD54B [EC:3.6.4.-]NP_593038.2//ATP-dependent DNA helicase Rdh54 [Schizosaccharomyces pombe 972h-]transcription factor Atf31 (atf31), mRNA

NR_150292.1 NR_150292.1 1.96 1.77 2.58 NA GO:0005634//nucleus;GO:0005816//spindle pole body;GO:0005829//cytosolGO:0003755//peptidyl-prolyl cis-trans isomerase activityGO:0006457//protein folding;GO:0045292//mRNA cis splicing, via spliceosomeK09567//peptidyl-prolyl isomerase H (cyclophilin H) [EC:5.2.1.8]NP_595437.1//cyclophilin family peptidyl-prolyl cis-trans isomerase Cyp3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1411), miscRNA
NR_151094.1 NR_151094.1 7.02 6.53 13.81 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.723), miscRNA

2539676 NM_001022628.23.87 3.34 8.96 arp1 GO:0005869//dynactin complex;GO:0005874//microtubule;GO:0030286//dynein complex;GO:0005829//cytosol;GO:0051285//cell cortex of cell tipGO:0003774//motor activityGO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0007097//nuclear migrationK16575//centractinNP_596704.1//centractin family actin-like protein Arp1 (predicted) [Schizosaccharomyces pombe 972h-]putative centractin family actin-like protein Arp1 (arp1), mRNA
NR_150196.1 NR_150196.1 1.23 4.87 5.1 NA GO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0008496//mannan endo-1,6-alpha-mannosidase activity;GO:0003824//catalytic activityGO:0030447//filamentous growth;GO:0051692//cellular oligosaccharide catabolic process;GO:0016052//carbohydrate catabolic process;GO:0009272//fungal-type cell wall biogenesisK08257 NP_595076.2//mannan endo-1,6-alpha-mannosidase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1323), miscRNA
NR_151211.1 NR_151211.1 4.85 4.56 1.35 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.830), miscRNA
NR_150385.1 NR_150385.1 3.68 3.06 0.89 NA GO:0051286//cell tip;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0032153//cell division siteGO:0015179//L-amino acid transmembrane transporter activity;GO:0015297//antiporter activity;GO:0015171//amino acid transmembrane transporter activityNA K19564;K09885NP_595924.1//amino-acid permease [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1498), miscRNA

2539197 NM_001355897.1 3.6 3.64 2.49 xlf1 GO:0070419//nonhomologous end joining complex;GO:0005634//nucleus;GO:0032807//DNA ligase IV complexGO:0003677//DNA binding;GO:0045027//DNA end bindingGO:0097680//double-strand break repair via classical nonhomologous end joining;GO:0006302//double-strand break repair;GO:0006303//double-strand break repair via nonhomologous end joining;GO:0006310//DNA recombinationNA NP_588017.1//xrcc4 like factor, cernunnon [Schizosaccharomyces pombe 972h-]XRCC4-like factor xlf1 (xlf1), partial mRNA
2539575 NM_001022670.24.06 3.19 1.64 SPCP20C8.02cGO:0005737//cytoplasmNA NA NA NP_587674.1//hypothetical protein SPCP20C8.02c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCP20C8.02c), mRNA
2540363 NM_001021604.23.95 3.2 1.92 atf21 GO:0005634//nucleusGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003700//DNA binding transcription factor activityGO:0006351//transcription, DNA-templated;GO:0010672//regulation of transcription from RNA polymerase II promoter involved in meiotic cell cycleK09051 NP_595707.1//transcription factor, Atf-CREB family Atf21 [Schizosaccharomyces pombe 972h-]Atf-CREB family transcription factor Atf21 (atf21), mRNA

NR_151393.1 NR_151393.1 2.79 3.99 10.19 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0000175//3'-5'-exoribonuclease activity;GO:0003676//nucleic acid binding;GO:0016887//ATPase activityGO:0016226//iron-sulfur cluster assembly;GO:0034476//U5 snRNA 3'-end processing;GO:0034415//tRNA 3'-trailer cleavage, exonucleolytic;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA)K14570//RNA exonuclease 1 [EC:3.1.-.-];K03593//ATP-binding protein involved in chromosome partitioningNP_594627.2//ribonuclease H70 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.998), miscRNA
NR_149903.1 NR_149903.1 3.41 4.15 3.36 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1059), miscRNA

3361165 NM_001355793.15.83 7.86 10.29 SPBC1348.12GO:0005634//nucleusGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0003700//DNA binding transcription factor activityGO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0009410//response to xenobiotic stimulus;GO:0006351//transcription, DNA-templatedNA XP_004001692.1//zinc finger protein [Schizosaccharomyces pombe 972h-]zinc finger protein (SPBC1348.12), partial mRNA
2540625 NM_001355827.19.86 5.61 7.68 SPBC21C3.10cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0008703//5-amino-6-(5-phosphoribosylamino)uracil reductase activity;GO:0009982//pseudouridine synthase activityGO:0031119//tRNA pseudouridine synthesis;GO:0009231//riboflavin biosynthetic processK18619//coronin-7;K14654NP_596590.1//5-amino-6-(5-phosphoribosylamino)uracil reductase [Schizosaccharomyces pombe 972h-]putative 5-amino-6-(5-phosphoribosylamino) uracil reductase (SPBC21C3.10c), mRNA
2539507 NM_001023269.24.88 4.89 4.41 dad5 GO:0005634//nucleus;GO:0042729//DASH complex;GO:0005829//cytosolNA GO:0051301//cell division;GO:0007052//mitotic spindle organization;GO:1990758//mitotic sister chromatid biorientationNA NP_588279.1//DASH complex subunit Dad5 [Schizosaccharomyces pombe 972h-]DASH complex subunit Dad5 (dad5), mRNA
2539394 NM_001023462.2 4.1 4.21 5.95 SPCC1620.13GO:0005634//nucleusGO:0016791//phosphatase activityNA NA NP_588471.1//phosphoglycerate mutase family (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoglycerate mutase family protein (SPCC1620.13), mRNA
2538704 NM_001022717.10.23 0 0 mde7 GO:0005737//cytoplasmGO:0003723//RNA bindingGO:0006397//mRNA processing;GO:0008380//RNA splicingK19719//collagen, type II, alphaNP_587722.1//RNA-binding protein Mde7 [Schizosaccharomyces pombe 972h-]RNA-binding protein Mde7 (mde7), partial mRNA

NR_150424.1 NR_150424.1 3.82 2.11 3.6 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1536), miscRNA
NR_150231.1 NR_150231.1 2.18 2.99 2.48 NA GO:0005634//nucleus;GO:0032117//horsetail-astral microtubule array;GO:0044732//mitotic spindle pole body;GO:0035974//meiotic spindle pole bodyGO:0042802//identical protein bindingGO:0007129//synapsis;GO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0034613//cellular protein localization;GO:0032118//horsetail-astral microtubule organizationK10352//myosin heavy chain;K20361;K17978;K12575NP_595174.1//horsetail movement protein Hrs1/Mcp6 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1356), miscRNA
NR_150919.1 NR_150919.1 0.74 1.55 1.12 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.550), miscRNA
NR_150797.1 NR_150797.1 0.52 0.55 0.07 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.400), miscRNA

2540733 NM_001021385.13.93 3.41 2.97 dni2 GO:0043332//mating projection tip;GO:0016021//integral component of membraneNA GO:0000747//conjugation with cellular fusionNA NP_595474.1//tetraspan protein Dni2 (predicted) [Schizosaccharomyces pombe 972h-]putative tetraspan protein Dni2 (dni2), partial mRNA
NR_150609.1 NR_150609.1 1.94 1.49 12.36 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.187), miscRNA

2539070 NM_001022744.27.12 6.86 4.71 wtf5 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA GO:0075297//negative regulation of ascospore formationNA NP_587750.1//wtf element Wtf5 [Schizosaccharomyces pombe 972h-]wtf element Wtf5 (wtf5), mRNA
NR_150260.1 NR_150260.1 3.68 4.76 176.88 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0043224//nuclear SCF ubiquitin ligase complexGO:0005524//ATP binding;GO:0061631//ubiquitin conjugating enzyme activity;GO:0004842//ubiquitin-protein transferase activityGO:0035103//sterol regulatory element binding protein cleavage;GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0060049//regulation of protein glycosylation;GO:0031146//SCF-dependent proteasomal ubiquitin-dependent protein catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0000209//protein polyubiquitinationK06689//ubiquitin-conjugating enzyme E2 D [EC:2.3.2.23];K00252//glutaryl-CoA dehydrogenase [EC:1.3.8.6]NP_595283.1//ubiquitin conjugating enzyme Ubc4 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1382), miscRNA

2540286 NM_001021238.27.03 5.65 3.76 SPBC36.02c GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0000297//spermine transmembrane transporter activity;GO:0015606//spermidine transmembrane transporter activityGO:1903710//spermine transmembrane transport;GO:0055085//transmembrane transport;GO:1903711//spermidine transmembrane transportK08157 NP_588568.1//spermidine family transporter (predicted) [Schizosaccharomyces pombe 972h-]putative spermidine family transporter (SPBC36.02c), mRNA
NR_150097.1 NR_150097.1 3.85 3.6 0.87 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0070284//4-amino-5-hydroxymethyl-2-methylpyrimidine phosphate synthase activityGO:0009228//thiamine biosynthetic process;GO:0009229//thiamine diphosphate biosynthetic processK18278 NP_588347.1//no message in thiamine Nmt1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1234), miscRNA
NR_151020.1 NR_151020.1 4.09 3.7 7.07 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.656), miscRNA
NR_151198.1 NR_151198.1 5.19 3.58 5.76 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.819), miscRNA

2543043 NM_001019373.215.25 9.72 62.41 ucp6 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0043130//ubiquitin binding;GO:0031593//polyubiquitin modification-dependent protein bindingGO:0016579//protein deubiquitinationNA NP_593945.1//UBA domain protein Ucp6 [Schizosaccharomyces pombe 972h-]UBA domain protein Ucp6 (ucp6), mRNA
NR_150316.1 NR_150316.1 4.02 3.73 2.95 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1433), miscRNA
NR_151073.1 NR_151073.1 3.69 3.52 2.09 NA GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:1901239//malonate(1-) transmembrane transporter activity;GO:0034658//isopropylmalate transmembrane transporter activity;GO:0015116//sulfate transmembrane transporter activity;GO:0015131//oxaloacetate transmembrane transporter activity;GO:0015117//thiosulfate transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:1990555//mitochondrial oxaloacetate transmembrane transport;GO:1990557//mitochondrial sulfate transmembrane transport;GO:1990556//mitochondrial isopropylmalate transmembrane transport;GO:0006839//mitochondrial transportK15117//solute carrier family 25, member 34/35NP_593169.1//mitochondrial anion transporter (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.704), miscRNA
NR_150868.1 NR_150868.1 4.59 2.49 4.87 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.487), miscRNA

3361480 NM_001356094.11.16 2.14 22.37 mfc1 GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0005628//prospore membraneGO:0005375//copper ion transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transport;GO:0097430//copper ion import into ascospore-type prosporeK08158;K08157XP_001713075.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter mfc1 (mfc1), mRNA
NR_151142.1 NR_151142.1 6.9 11.86 15.02 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.768), miscRNA

2538969 NM_001023501.12.29 1.3 0.44 SPCC1840.12GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membraneGO:0035673//oligopeptide transmembrane transporter activityGO:0055085//transmembrane transport;GO:0015031//protein transportNA NP_588512.2//OPT oligopeptide transporter family protein (predicted) [Schizosaccharomyces pombe 972h-]putative OPT oligopeptide transporter family protein (SPCC1840.12), partial mRNA
NR_150094.1 NR_150094.1 4 4.02 4.57 NA NA NA NA K07127//5-hydroxyisourate hydrolase [EC:3.5.2.17]NA intergenic RNA (predicted) (SPNCRNA.1231), miscRNA
NR_149878.1 NR_149878.1 9.46 5.88 76.14 NA GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosolGO:0003755//peptidyl-prolyl cis-trans isomerase activityGO:0006457//protein foldingK05864//peptidyl-prolyl isomerase D [EC:5.2.1.8]NP_594787.1//cyclophilin family peptidyl-prolyl cis-trans isomerase Wis2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1036), miscRNA
NR_150206.1 NR_150206.1 3.48 4.83 7.73 NA GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0030687//preribosome, large subunit precursor;GO:0032153//cell division siteGO:0003723//RNA binding;GO:0042134//rRNA primary transcript binding;GO:0008097//5S rRNA bindingGO:0042254//ribosome biogenesis;GO:0000027//ribosomal large subunit assembly;GO:0006364//rRNA processingK14820//ribosome biogenesis protein BRX1NP_595107.1//ribosome biogenesis protein brx1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1332), miscRNA
NR_150149.1 NR_150149.1 1.22 2.24 1.33 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1281), miscRNA
NR_150363.1 NR_150363.1 5 4.77 3.32 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1477), miscRNA
NR_151116.1 NR_151116.1 1.81 2.1 2.51 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.743), miscRNA
NR_149994.1 NR_149994.1 2.18 0.9 1.92 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1141), miscRNA

2541416 NM_001355848.1 3.8 4.51 4.22 SPBCPT2R1.01cGO:0005774//vacuolar membrane;GO:0005783//endoplasmic reticulum;GO:0009897//external side of plasma membrane;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_592763.1//hypothetical protein SPBC1348.01 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBCPT2R1.01c), mRNA
2542356 NM_001020299.217.64 61.8 907.49 mug108 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0051321//meiotic cell cycleNA NP_594870.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug108 (mug108), mRNA

NR_150247.1 NR_150247.1 6.85 5.36 7.48 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1370), miscRNA
NR_150968.1 NR_150968.1 4 2.95 6.71 NA NA NA NA K01183//chitinase [EC:3.2.1.14]CVL00455.1//uncharacterized protein FMAN_09895 [Fusarium mangiferae]antisense RNA (predicted) (SPNCRNA.607), miscRNA

14217444 NM_001355785.13.98 3.07 2.45 SPBC336.16 GO:0016021//integral component of membraneNA NA NA XP_004001721.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC336.16), mRNA
NR_150178.1 NR_150178.1 9.63 12.32 1.32 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0008484//sulfuric ester hydrolase activity;GO:0004065//arylsulfatase activityGO:0008152//metabolic process;GO:0046505//sulfolipid metabolic processK01130 NP_595046.1//arylsulfatase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1307), miscRNA

2542752 NM_001019181.23.79 3.68 3.67 SPAC15F9.01cGO:0051286//cell tip;GO:0032153//cell division siteGO:0055105//ubiquitin-protein transferase inhibitor activityGO:0032434//regulation of proteasomal ubiquitin-dependent protein catabolic processNA NP_593750.1//central kinetochore associated family protein [Schizosaccharomyces pombe 972h-]central kinetochore-associated family protein (SPAC15F9.01c), mRNA
NR_149982.1 NR_149982.1 3.97 4.9 1.94 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1130), miscRNA
NR_150356.1 NR_150356.1 0.43 0.4 16.15 NA NA GO:0000287//magnesium ion binding;GO:0004647//phosphoserine phosphatase activity;GO:0005509//calcium ion bindingGO:0006564//L-serine biosynthetic process;GO:0006563//L-serine metabolic processK01079//phosphoserine phosphatase [EC:3.1.3.3]NP_595768.1//phosphoserine phosphatase Ser2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1470), miscRNA
NR_150077.1 NR_150077.1 8.69 6.94 5.68 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1216), miscRNA
NR_151176.1 NR_151176.1 3.5 2.15 5.26 NA GO:0005829//cytosol;GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0008270//zinc ion binding;GO:0000049//tRNA binding;GO:0004813//alanine-tRNA ligase activityGO:0070143//mitochondrial alanyl-tRNA aminoacylationK01872//alanyl-tRNA synthetase [EC:6.1.1.7]XP_002173036.1//cytoplasmic alanine-tRNA ligase Ala1 [Schizosaccharomyces japonicus yFS275]antisense RNA (predicted) (SPNCRNA.799), miscRNA
NR_150530.1 NR_150530.1 3.02 2.93 9.17 NA GO:0005770//late endosome;GO:0005622//intracellular;GO:0000815//ESCRT III complexNA GO:0032511//late endosome to vacuole transport via multivesicular body sorting pathway;GO:0006623//protein targeting to vacuole;GO:0007034//vacuolar transport;GO:0043162//ubiquitin-dependent protein catabolic process via the multivesicular body sorting pathwayK12197//charged multivesicular body protein 1NP_596562.2//ESCRT III complex subunit Did2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1635), miscRNA
NR_150162.1 NR_150162.1 3.16 2.56 2.59 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1293), miscRNA
NR_150116.1 NR_150116.1 3.79 2.94 0.66 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1251), miscRNA
NR_150132.1 NR_150132.1 4.37 3.85 1.71 NA GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0005968//Rab-protein geranylgeranyltransferase complex;GO:0005777//peroxisome;GO:0032153//cell division siteGO:0008318//protein prenyltransferase activity;GO:0017137//Rab GTPase binding;GO:0004663//Rab geranylgeranyltransferase activityGO:0006612//protein targeting to membrane;GO:0072659//protein localization to plasma membrane;GO:0018344//protein geranylgeranylation;GO:0006888//ER to Golgi vesicle-mediated transportK14050//geranylgeranyl transferase type-2 subunit alpha [EC:2.5.1.60]NP_588463.1//Rab geranylgeranyltransferase alpha subunit (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1266), miscRNA

2542014 NM_001356051.14.57 4.41 5.08 fml2 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosolGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0043140//ATP-dependent 3'-5' DNA helicase activity;GO:0043138//3'-5' DNA helicase activity;GO:0004386//helicase activity;GO:1990163//ATP-dependent four-way junction helicase activity;GO:0000400//four-way junction DNA bindingGO:0071932//replication fork reversal;GO:0045128//negative regulation of reciprocal meiotic recombination;GO:0006281//DNA repair;GO:1903461//Okazaki fragment processing involved in mitotic DNA replication;GO:1902346//meiotic strand displacement involved in double-strand break repair via SDSAK14635 NP_593624.1//ATP-dependent 3' to 5' DNA helicase (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent 3'-5'-directionality DNA helicase fml2 (fml2), mRNA
2540454 NM_001021552.21.42 2.23 3.53 meu25 GO:0005829//cytosolNA GO:0051321//meiotic cell cycleNA NP_595658.1//sequence orphan Meu25 [Schizosaccharomyces pombe 972h-]protein meu25 (meu25), mRNA
2542494 NM_001020336.211.04 13.12 10.56 uga1 GO:0005829//cytosol;GO:0005739//mitochondrionGO:0034386//4-aminobutyrate:2-oxoglutarate transaminase activity;GO:0030170//pyridoxal phosphate binding;GO:0003867//4-aminobutyrate transaminase activityGO:0006536//glutamate metabolic process;GO:0019740//nitrogen utilization;GO:0009450//gamma-aminobutyric acid catabolic processK13524//4-aminobutyrate aminotransferase / (S)-3-amino-2-methylpropionate transaminase [EC:2.6.1.19 2.6.1.22]NP_594905.1//4-aminobutyrate aminotransferase (GABA transaminase) [Schizosaccharomyces pombe 972h-]4-aminobutyrate aminotransferase (GABA transaminase) (uga1), mRNA

NR_151015.1 NR_151015.1 4.07 4.09 13.51 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.651), miscRNA
NR_150558.1 NR_150558.1 1.58 2.03 2.32 NA GO:0035861//site of double-strand break;GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005739//mitochondrionGO:0017125//deoxycytidyl transferase activity;GO:0046872//metal ion binding;GO:0003684//damaged DNA binding;GO:0016779//nucleotidyltransferase activityGO:0042276//error-prone translesion synthesis;GO:0070987//error-free translesion synthesis;GO:0006281//DNA repair;GO:0043504//mitochondrial DNA repairK03515//DNA repair protein REV1 [EC:2.7.7.-]NP_596693.2//deoxycytidyl transferase Rev1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1662), miscRNA
NR_149935.1 NR_149935.1 2.93 1.47 7.82 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1088), miscRNA

2539245 NM_001023125.24.95 3.83 18.19 mug150 GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0008536//Ran GTPase binding;GO:0008565//protein transporter activity;GO:0061608//nuclear import signal receptor activityGO:0016973//poly(A)+ mRNA export from nucleus;GO:0006606//protein import into nucleus;GO:0042991//transcription factor import into nucleusNA NP_588134.1//karyopherin Kap113 [Schizosaccharomyces pombe 972h-]protein mug150 (mug150), mRNA
2542575 NM_001019436.12.46 0.91 4.7 eta2 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0019185//snRNA-activating protein complexGO:0003677//DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006363//termination of RNA polymerase I transcription;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationK09424 NP_594010.1//Myb family protein Eta2 [Schizosaccharomyces pombe 972h-]Myb family protein Eta2 (eta2), partial mRNA

NR_149954.1 NR_149954.1 3.83 2.44 2.55 NA GO:0000113//nucleotide-excision repair factor 4 complex;GO:0005634//nucleus;GO:0031463//Cul3-RING ubiquitin ligase complex;GO:0000109//nucleotide-excision repair complexGO:0061630//ubiquitin protein ligase activity;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004842//ubiquitin-protein transferase activity;GO:0004003//ATP-dependent DNA helicase activity;GO:0046872//metal ion binding;GO:0003684//damaged DNA binding;GO:0008270//zinc ion binding;GO:0008094//DNA-dependent ATPase activityGO:0000715//nucleotide-excision repair, DNA damage recognition;GO:0000720//pyrimidine dimer repair by nucleotide-excision repair;GO:0034613//cellular protein localization;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0006289//nucleotide-excision repairK15083 NP_587701.1//ATP-dependent helicase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1105), miscRNA
2540571 NM_001021659.32.18 1.96 1.56 lvs1 GO:0016020//membrane;GO:0000324//fungal-type vacuole;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0035091//phosphatidylinositol bindingGO:0006914//autophagyK22262//WD repeat and FYVE domain-containing protein 3NP_595759.2//beige protein 1 [Schizosaccharomyces pombe 972h-]beige protein 1 (lvs1), mRNA

NR_151099.1 NR_151099.1 4.86 3.97 11.65 NA GO:0000329//fungal-type vacuole membrane;GO:0005938//cell cortex;GO:0005794//Golgi apparatus;GO:0005739//mitochondrionNA GO:0051321//meiotic cell cycleNA NP_593266.1//hypothetical protein SPAC10F6.15 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.728), miscRNA
NR_150016.1 NR_150016.1 2.59 3.27 9.99 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1161), miscRNA
NR_150456.1 NR_150456.1 6.17 4.62 8.09 NA NA GO:0004031//aldehyde oxidase activity;GO:0003824//catalytic activity;GO:0050662//coenzyme bindingGO:1990748//cellular detoxificationNA NP_596211.1//NAD dependent epimerase/dehydratase family protein [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1565), miscRNA
NR_151354.1 NR_151354.1 2.4 1.84 1.93 NA GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0000784//nuclear chromosome, telomeric region;GO:0005829//cytosol;GO:0000783//nuclear telomere cap complex;GO:0000782//telomere cap complex;GO:0070187//shelterin complexGO:0043047//single-stranded telomeric DNA binding;GO:0010521//telomerase inhibitor activity;GO:0098505//G-rich strand telomeric DNA bindingGO:0016233//telomere capping;GO:0032211//negative regulation of telomere maintenance via telomerase;GO:0051974//negative regulation of telomerase activity;GO:0000723//telomere maintenanceNA NP_594453.1//telomere end-binding protein Pot1 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.961), miscRNA

2538852 NM_001023099.34.14 2.81 2.65 rec11 GO:1990707//nuclear subtelomeric heterochromatin;GO:0005634//nucleus;GO:0034990//nuclear mitotic cohesin complex;GO:0031934//mating-type region heterochromatin;GO:0071686//horsetail nucleus;GO:0031618//nuclear pericentric heterochromatin;GO:0000790//nuclear chromatin;GO:0034991//nuclear meiotic cohesin complexGO:0003690//double-stranded DNA bindingGO:0061780//mitotic cohesin loading;GO:0051177//meiotic sister chromatid cohesion;GO:0030999//linear element assembly;GO:0010789//meiotic sister chromatid cohesion involved in meiosis I;GO:0061781//mitotic cohesin unloading;GO:0031619//homologous chromosome orientation involved in meiotic metaphase I plate congressionK06671//cohesin complex subunit SA-1/2NP_588108.3//meiotic cohesin complex subunit Rec11 [Schizosaccharomyces pombe 972h-]meiotic cohesin complex subunit Rec11 (rec11), partial mRNA
NR_150887.1 NR_150887.1 5.1 2.72 10.14 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl51), miscRNA
NR_150401.1 NR_150401.1 1.67 1.44 1.9 NA GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0071944//cell periphery;GO:0032153//cell division siteGO:0046872//metal ion binding;GO:0043130//ubiquitin binding;GO:0031593//polyubiquitin modification-dependent protein binding;GO:0005096//GTPase activator activityGO:0006897//endocytosis;GO:0051523//cell growth mode switching, monopolar to bipolarK12486//stromal membrane-associated proteinNP_596008.1//GTPase activating protein Ucp3 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1513), miscRNA
NR_150072.1 NR_150072.1 2.37 4.6 15.61 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activityNA K12837//splicing factor U2AF 65 kDa subunitNP_588252.1//hydrolase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1211), miscRNA

2539392 NM_001023030.23.69 3.67 9.57 map2 GO:0009986//cell surface;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005576//extracellular region;GO:0005737//cytoplasmGO:0000772//mating pheromone activity;GO:0009041//uridylate kinase activity;GO:0005524//ATP binding;GO:0004127//cytidylate kinase activity;GO:0019205//nucleobase-containing compound kinase activityGO:0006139//nucleobase-containing compound metabolic process;GO:2000134//negative regulation of G1/S transition of mitotic cell cycle;GO:0090028//positive regulation of pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0006221//pyrimidine nucleotide biosynthetic process;GO:0010971//positive regulation of G2/M transition of mitotic cell cycle;GO:0006207//'de novo' pyrimidine nucleobase biosynthetic process;GO:0007049//cell cycle;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusionK13800//UMP-CMP kinase [EC:2.7.4.- 2.7.4.14]NP_588038.1//P-factor pheromone Map2 [Schizosaccharomyces pombe 972h-]P-factor pheromone Map2 (map2), mRNA
2543005 NM_001355967.11.75 2.7 4.4 SPAC11D3.18cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0046943//carboxylic acid transmembrane transporter activityGO:0055085//transmembrane transport;GO:1905039//carboxylic acid transmembrane transportK01939//adenylosuccinate synthase [EC:6.3.4.4];K01078NP_592813.1//nicotinic acid plasma membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative nicotinic acid plasma membrane transporter (SPAC11D3.18c), mRNA

NR_150513.1 NR_150513.1 3.59 1.7 8.04 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1619), miscRNA
NR_150148.1 NR_150148.1 16.05 31.46 34.69 NA GO:0031942//i-AAA complex;GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0008237//metallopeptidase activity;GO:0004222//metalloendopeptidase activity;GO:0005524//ATP binding;GO:0004176//ATP-dependent peptidase activityGO:0006457//protein folding;GO:0051604//protein maturation;GO:0035694//mitochondrial protein catabolic process;GO:0006515//protein quality control for misfolded or incompletely synthesized proteins;GO:0045041//protein import into mitochondrial intermembrane space;GO:0030150//protein import into mitochondrial matrix;GO:0007005//mitochondrion organizationK08955//ATP-dependent metalloprotease [EC:3.4.24.-]NP_588514.1//mitochondrial inner membrane i-AAA protease complex subunit Yme1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1280), miscRNA
NR_150095.1 NR_150095.1 2.66 2.96 1.96 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1232), miscRNA
NR_150591.1 NR_150591.1 0 1.54 1.25 NA GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuoleGO:0008783//agmatinase activity;GO:0030145//manganese ion bindingGO:0019627//urea metabolic process;GO:0006520//cellular amino acid metabolic processK01480//agmatinase [EC:3.5.3.11]NP_596844.1//agmatinase 2 (predicted) [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1693), miscRNA

14218077 NM_001356210.12.79 2.56 32.69 SPAC922.09 GO:0016021//integral component of membraneNA NA NA XP_004001802.1//hypothetical protein SPAC922.09 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC922.09), partial mRNA
NR_150212.1 NR_150212.1 1.42 1.24 0.51 NA GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005730//nucleolus;GO:0016021//integral component of membrane;GO:0000790//nuclear chromatinGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK02365//separase [EC:3.4.22.49];K01684;K09241NP_595127.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1338), miscRNA

2538819 NM_001022782.25.44 4.6 9.21 SPCC594.03 NA NA NA NA NP_587789.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC594.03), partial mRNA
NR_150394.1 NR_150394.1 3 2.19 10.82 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1506), miscRNA

2543197 NM_001018320.24.61 2.76 15.46 dbp10 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP bindingGO:0042254//ribosome biogenesis;GO:0010501//RNA secondary structure unwinding;GO:0006364//rRNA processingK14808//ATP-dependent RNA helicase DDX54/DBP10 [EC:3.6.4.13]NP_592919.1//ATP-dependent RNA helicase Dbp10 (predicted) [Schizosaccharomyces pombe 972h-]putative ATP-dependent RNA helicase Dbp10 (dbp10), mRNA
NR_150150.1 NR_150150.1 3.22 2.33 29.19 NA GO:0005634//nucleusGO:0097508//xanthine DNA N-glycosylase activity;GO:0097507//hypoxanthine DNA N-glycosylase activity;GO:0004844//uracil DNA N-glycosylase activity;GO:0008263//pyrimidine-specific mismatch base pair DNA N-glycosylase activity;GO:0097509//oxanine DNA N-glycosylase activityGO:0006285//base-excision repair, AP site formation;GO:0006281//DNA repairK20813//thymine-DNA glycosylase [EC:3.2.2.29]NP_588515.1//uracil DNA N-glycosylase Thp1 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1282), miscRNA
NR_150917.1 NR_150917.1 2.22 3.55 6.82 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.545), miscRNA

2542901 NM_001019087.24.34 5.3 1.94 SPAC13F5.07cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0003910//DNA ligase (ATP) activity;GO:0008270//zinc ion bindingGO:0006273//lagging strand elongation;GO:0051103//DNA ligation involved in DNA repair;GO:2000134//negative regulation of G1/S transition of mitotic cell cycleK06640//serine/threonine-protein kinase ATR [EC:2.7.11.1];K10581//ubiquitin-conjugating enzyme E2 O [EC:2.3.2.24];K15711//SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A3 [EC:3.6.4.- 2.3.2.27]NP_593655.2//zf PARP type zinc finger protein [Schizosaccharomyces pombe 972h-]zf PARP type zinc finger protein (SPAC13F5.07c), mRNA
NR_151388.1 NR_151388.1 2.69 4.31 1.36 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.993), miscRNA
NR_150498.1 NR_150498.1 4.45 3.9 8.81 NA GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005635//nuclear envelope;GO:0005794//Golgi apparatus;GO:0005829//cytosol;GO:0030008//TRAPP complexNA GO:0006886//intracellular protein transport;GO:0048193//Golgi vesicle transport;GO:0006888//ER to Golgi vesicle-mediated transportK20280//trafficking protein particle complex subunit 5NP_596451.1//TRAPP complex subunit Trs31 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1603), miscRNA
NR_149859.1 NR_149859.1 2.54 2.67 4.15 NA GO:0042175//nuclear outer membrane-endoplasmic reticulum membrane network;GO:0005783//endoplasmic reticulum;GO:0030529//intracellular ribonucleoprotein complex;GO:0005829//cytosolGO:0003729//mRNA bindingGO:0008298//intracellular mRNA localization;GO:0016071//mRNA metabolic processNA NP_594696.1//mRNP complex (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1019), miscRNA
NR_151356.1 NR_151356.1 5.49 5.79 17.72 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.963), miscRNA
NR_150810.1 NR_150810.1 2.12 0 1.45 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.417), miscRNA
NR_150647.1 NR_150647.1 2.54 3.42 6.28 NA GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0009378//four-way junction helicase activity;GO:0008270//zinc ion binding;GO:0043140//ATP-dependent 3'-5' DNA helicase activityGO:0000722//telomere maintenance via recombination;GO:0000724//double-strand break repair via homologous recombinationNA DAA05660.1//TPA_exp: sub-telomeric helicase RecQ [Schizosaccharomyces pombe]non-coding RNA, centromeric (predicted) (SPNCRNA.230), miscRNA
NR_149847.1 NR_149847.1 3.8 3.38 5.29 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1008), miscRNA
NR_150683.1 NR_150683.1 2.53 3.78 3.88 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.270), miscRNA
NR_149896.1 NR_149896.1 1.91 2.4 3.12 NA GO:0005829//cytosolNA NA NA NP_588570.2//cell surface glycoprotein (predicted), DUF1773 family protein 4 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1052), miscRNA
NR_151203.1 NR_151203.1 3.24 4.27 4.42 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.823), miscRNA
NR_151351.1 NR_151351.1 1.3 1.19 2.45 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0000775//chromosome, centromeric region;GO:0043596//nuclear replication fork;GO:0033186//CAF-1 complexGO:0042393//histone bindingGO:0006335//DNA replication-dependent nucleosome assembly;GO:0070829//heterochromatin maintenance;GO:0006338//chromatin remodeling;GO:0006334//nucleosome assembly;GO:1990426//mitotic recombination-dependent replication fork processingK10751//chromatin assembly factor 1 subunit BNP_594450.1//CAF assembly factor (CAF-1) complex subunit B, Pcf2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.959), miscRNA
NR_150489.1 NR_150489.1 2.32 2.56 3.73 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1596), miscRNA

2542451 NM_001019448.22.47 2.87 7.03 SPAC1786.04GO:0005739//mitochondrionNA NA NA NP_594023.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1786.04), partial mRNA
NR_150608.1 NR_150608.1 0.92 1.11 0.39 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.186), miscRNA
NR_150839.1 NR_150839.1 2.02 1.55 4.3 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.452), miscRNA

2542510 NM_001020035.23.97 5.28 4.28 ric1 GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0034066//RIC1-RGP1 guanyl-nucleotide exchange factor complex;GO:0032045//guanyl-nucleotide exchange factor complex;GO:0000139//Golgi membraneGO:0017112//Rab guanyl-nucleotide exchange factor activity;GO:0017137//Rab GTPase bindingGO:0006886//intracellular protein transport;GO:0007264//small GTPase mediated signal transduction;GO:0042147//retrograde transport, endosome to Golgi;GO:1904515//positive regulation of TORC2 signalingK20476//RAB6A-GEF complex partner protein 1NP_594607.2//Ypt/Rab-specific guanyl-nucleotide exchange factor (GEF) subunit Ric1 [Schizosaccharomyces pombe 972h-]Ypt/Rab-specific guanyl-nucleotide exchange factor (GEF) subunit Ric1 (ric1), mRNA
2539259 NM_001355871.14.98 5.29 8.69 SPCC553.05cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA GO:0075297//negative regulation of ascospore formationNA XP_004001743.1//wtf element Wtf6 [Schizosaccharomyces pombe 972h-]wtf element Wtf6 (SPCC553.05c), mRNA

NR_149836.1 NR_149836.1 0.68 3.57 0 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl9), miscRNA
2541795 NM_001019409.20.57 0.12 40.25 amt3 GO:0005887//integral component of plasma membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneGO:0015200//methylammonium transmembrane transporter activity;GO:0008519//ammonium transmembrane transporter activityGO:0072489//methylammonium transmembrane transport;GO:0072488//ammonium transmembrane transportK03320//ammonium transporter, Amt familyNP_593983.1//ammonium transporter Amt3 [Schizosaccharomyces pombe 972h-]ammonium transporter Amt3 (amt3), mRNA

NR_150063.1 NR_150063.1 4.58 4.17 8.67 NA GO:0005634//nucleus;GO:0030998//linear elementNA GO:0007131//reciprocal meiotic recombination;GO:0031619//homologous chromosome orientation involved in meiotic metaphase I plate congressionNA NP_588229.1//meiotic recombination protein Rec7 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1203), miscRNA
NR_151359.1 NR_151359.1 1.81 2.39 8.76 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.966), miscRNA
NR_150047.1 NR_150047.1 3.55 3.29 2.45 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.119), miscRNA
NR_151104.1 NR_151104.1 2.77 2.47 7.32 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.732), miscRNA

2542009 NM_001018169.21.85 1.29 4.56 SPAC212.08cGO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0005886//plasma membrane;GO:0031225//anchored component of membraneNA NA NA NP_595039.1//GPI anchored protein (predicted) [Schizosaccharomyces pombe 972h-]putative GPI anchored protein (SPAC212.08c), partial mRNA
2541558 NM_001019923.29.86 17.55 13.57 fio1 GO:0033573//high-affinity iron permease complex;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0004322//ferroxidase activity;GO:0005507//copper ion binding;GO:0016491//oxidoreductase activityGO:0033215//iron assimilation by reduction and transport;GO:0098707//ferrous iron import across plasma membraneK19791//iron transport multicopper oxidaseNP_594494.1//iron transport multicopper oxidase Fio1 [Schizosaccharomyces pombe 972h-]Fe transporter/Cu oxidase Fio1 (fio1), mRNA

NR_150304.1 NR_150304.1 5.55 3.48 12.4 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0016810//hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds;GO:0047710//bis(5'-adenosyl)-triphosphatase activityGO:0006807//nitrogen compound metabolic process;GO:0015964//diadenosine triphosphate catabolic processK13566//omega-amidase [EC:3.5.1.3];K01431//beta-ureidopropionase [EC:3.5.1.6]NP_595500.1//nitrilase superfamily protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1422), miscRNA
NR_150502.1 NR_150502.1 4.13 4.77 5.16 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1607), miscRNA
NR_151244.1 NR_151244.1 1.25 2.68 6.53 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.861), miscRNA

2542034 NM_001019836.25.28 5.99 6.31 mug155 GO:0031965//nuclear membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_594405.1//hypothetical protein SPAC27E2.04c [Schizosaccharomyces pombe 972h-]uncharacterized protein SPAC27E2.04c (mug155), mRNA
5802836 NM_001355849.14.71 0 35.15 SPBCPT2R1.02GO:0005634//nucleus;GO:0005829//cytosolNA NA NA XP_001713155.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBCPT2R1.02), partial mRNA

NR_150920.1 NR_150920.1 6.03 5.6 3.15 NA GO:0005829//cytosol;GO:0019005//SCF ubiquitin ligase complex;GO:0031461//cullin-RING ubiquitin ligase complexGO:0031625//ubiquitin protein ligase bindingGO:0006511//ubiquitin-dependent protein catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic processK03869//cullin 3NP_592949.1//cullin 3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.551), miscRNA
NR_151012.1 NR_151012.1 1.88 0.99 32.53 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.648), miscRNA
NR_150967.1 NR_150967.1 0.97 0.92 2.08 NA GO:1990916//Isp3 layer of spore wallGO:1990915//structural constituent of ascospore wallGO:0030476//ascospore wall assembly;GO:0042244//spore wall assemblyNA NP_592794.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.606), miscRNA
NR_151440.1 NR_151440.1 5.6 5.05 5.67 NA NA NA NA NA NA 8S ribosomal RNA (predicted) (SPRRNA.54), rRNA
NR_150134.1 NR_150134.1 3.58 2.99 2.77 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1268), miscRNA
NR_149931.1 NR_149931.1 1.58 2.03 1.8 NA GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0060237//regulation of fungal-type cell wall organization;GO:0045944//positive regulation of transcription from RNA polymerase II promoterNA NP_594996.1//zinc finger protein Klf1 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1084), miscRNA
NR_150417.1 NR_150417.1 3.27 1.98 17.28 NA GO:0031261//DNA replication preinitiation complex;GO:0005634//nucleus;GO:0005656//nuclear pre-replicative complex;GO:0005664//nuclear origin of replication recognition complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003688//DNA replication origin binding;GO:0005524//ATP binding;GO:0003682//chromatin binding;GO:0016887//ATPase activityGO:0033314//mitotic DNA replication checkpoint;GO:1902969//mitotic DNA replicationK02603//origin recognition complex subunit 1AAB38247.1//origin recognition protein Orc1+p, partial [Schizosaccharomyces pombe]antisense RNA (predicted) (SPNCRNA.1529), miscRNA

2539486 NM_001023364.23.56 3.08 9.4 mug24 GO:0005829//cytosolGO:0003723//RNA bindingGO:0051321//meiotic cell cycleK17974 NP_588373.1//RNA-binding protein, rrm type [Schizosaccharomyces pombe 972h-]rrm type RNA-binding protein (mug24), mRNA
NR_151042.1 NR_151042.1 1.19 2.21 0.69 NA GO:0005634//nucleus;GO:0005874//microtubule;GO:0005829//cytosolGO:0005525//GTP binding;GO:0003924//GTPase activityGO:0007264//small GTPase mediated signal transduction;GO:0007021//tubulin complex assemblyK07943//ADP-ribosylation factor-like protein 2NP_593036.1//ADP-ribosylation factor Alp41 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.676), miscRNA
NR_149939.1 NR_149939.1 2.65 2.43 3.95 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1092), miscRNA

2541104 NM_001021996.24.02 4.78 2.97 SPBC6B1.03cGO:0005634//nucleus;GO:0051286//cell tip;GO:0030427//site of polarized growth;GO:0031097//medial cortex;GO:0005829//cytosol;GO:0032153//cell division siteNA GO:0008360//regulation of cell shape;GO:0071852//fungal-type cell wall organization or biogenesisNA NP_596082.1//Pal1 family protein [Schizosaccharomyces pombe 972h-]Pal1 family protein (SPBC6B1.03c), mRNA
NR_150240.1 NR_150240.1 3.37 2.12 7.69 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1364), miscRNA
NR_151124.1 NR_151124.1 3.43 2.9 36.31 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.751), miscRNA
NR_151334.1 NR_151334.1 3.88 0.97 2.94 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.943), miscRNA
NR_151029.1 NR_151029.1 1 1 5.16 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.664), miscRNA

2538950 NM_001355920.112.31 15.3 7.17 spn6 GO:0016020//membrane;GO:0005634//nucleus;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0005719//nuclear euchromatin;GO:0016442//RISC complex;GO:0031618//nuclear pericentric heterochromatin;GO:0000790//nuclear chromatin;GO:0005737//cytoplasm;GO:0034507//chromosome, centromeric outer repeat regionGO:0004525//ribonuclease III activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:1990188//euchromatin binding;GO:0003725//double-stranded RNA binding;GO:0003690//double-stranded DNA binding;GO:0008270//zinc ion binding;GO:0005525//GTP binding;GO:0004540//ribonuclease activityGO:0006396//RNA processing;GO:1904595//positive regulation of termination of RNA polymerase II transcription;GO:0031048//chromatin silencing by small RNA;GO:0007059//chromosome segregation;GO:0035389//establishment of chromatin silencing at silent mating-type cassette;GO:0070583//spore membrane bending pathway;GO:0010629//negative regulation of gene expression;GO:0070868//heterochromatin organization involved in chromatin silencing;GO:0030422//production of siRNA involved in RNA interference;GO:0051570//regulation of histone H3-K9 methylation;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0034613//cellular protein localization;GO:0007049//cell cycle;GO:0033562//co-transcriptional gene silencing by RNA interference machinery;GO:0090052//regulation of chromatin silencing at centromereK11592//endoribonuclease Dicer [EC:3.1.26.-];K16948XP_001713168.1//septin Spn6 (predicted) [Schizosaccharomyces pombe 972h-]putative septin Spn6 (spn6), mRNA
NR_151386.1 NR_151386.1 3 3.03 4.88 NA GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0000297//spermine transmembrane transporter activityGO:1903710//spermine transmembrane transport;GO:0055085//transmembrane transportK08158 XP_001713107.1//MFS family transmembrane transporter Mfs1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.991), miscRNA
NR_151202.1 NR_151202.1 1.8 1.4 21.22 NA GO:0097042//extrinsic component of fungal-type vacuolar membrane;GO:0005634//nucleus;GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0035859//Seh1-associated complex;GO:0031080//nuclear pore outer ringNA GO:1904263//positive regulation of TORC1 signaling;GO:0006407//rRNA export from nucleus;GO:0051028//mRNA transportK14299//nucleoporin SEH1NP_593751.1//nucleoporin Seh1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.822), miscRNA
NR_151164.1 NR_151164.1 1.47 1.67 2.04 NA GO:0031314//extrinsic component of mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005741//mitochondrial outer membraneGO:0016491//oxidoreductase activity;GO:0004128//cytochrome-b5 reductase activity, acting on NAD(P)HGO:0018063//cytochrome c-heme linkage;GO:0007005//mitochondrion organizationK00326//cytochrome-b5 reductase [EC:1.6.2.2]NP_593582.1//mitochondrial cytochrome c-heme linkage protein Cyc2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.788), miscRNA
NR_150364.1 NR_150364.1 5.94 4.52 24.87 NA GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005730//nucleolus;GO:0016604//nuclear body;GO:0000790//nuclear chromatin;GO:1990251//Mmi1 nuclear focus;GO:0005737//cytoplasm;GO:0005844//polysomeGO:0008143//poly(A) binding;GO:0003723//RNA bindingGO:0006402//mRNA catabolic processK14396//polyadenylate-binding protein 2NP_595794.1//poly(A) binding protein Pab2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1478), miscRNA
NR_150809.1 NR_150809.1 4.01 3.51 1.85 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.415), miscRNA
NR_151338.1 NR_151338.1 1.61 3.17 7.83 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0030544//Hsp70 protein bindingGO:0017183//peptidyl-diphthamide biosynthetic process from peptidyl-histidineK17867//diphthamide biosynthesis protein 4NP_594366.1//diphthamide biosynthesis protein Dph4 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.947), miscRNA
NR_150389.1 NR_150389.1 4.12 3.99 3.06 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1501), miscRNA
NR_151141.1 NR_151141.1 1.97 4.1 35.61 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.767), miscRNA

2541637 NM_001018739.24.55 4.89 12.33 mug10 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0005089//Rho guanyl-nucleotide exchange factor activityGO:0051321//meiotic cell cycle;GO:0035023//regulation of Rho protein signal transductionNA NP_593309.2//Rho guanine nucleotide exchange factor (predicted) [Schizosaccharomyces pombe 972h-]putative Rho guanine nucleotide exchange factor (mug10), mRNA
2541398 NM_001023880.21.79 0.76 8.18 SPBPB2B2.11GO:0005634//nucleus;GO:0005829//cytosolGO:0030246//carbohydrate binding;GO:0004034//aldose 1-epimerase activity;GO:0003978//UDP-glucose 4-epimerase activityGO:0042125//protein galactosylation;GO:0006012//galactose metabolic processK01784//UDP-glucose 4-epimerase [EC:5.1.3.2];K01785//aldose 1-epimerase [EC:5.1.3.3]NP_596858.1//UDP-glucose 4-epimerase/aldose 1-epimerase Gal10 [Schizosaccharomyces pombe 972h-]putative nucleotide-sugar 4,6-dehydratase (SPBPB2B2.11), mRNA

NR_150133.1 NR_150133.1 3.5 4.11 2.42 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1267), miscRNA
NR_150948.1 NR_150948.1 1.75 0.34 9.55 NA GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneGO:0015171//amino acid transmembrane transporter activityNA K16261 NP_596769.2//APC amino acid transporter (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.577), miscRNA
NR_150649.1 NR_150649.1 3.19 2.74 3.89 NA GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0009378//four-way junction helicase activity;GO:0008270//zinc ion binding;GO:0043140//ATP-dependent 3'-5' DNA helicase activityGO:0000722//telomere maintenance via recombination;GO:0000724//double-strand break repair via homologous recombinationNA DAA05660.1//TPA_exp: sub-telomeric helicase RecQ [Schizosaccharomyces pombe]non-coding RNA, centromeric (predicted) (SPNCRNA.232), miscRNA
NR_150989.1 NR_150989.1 7.06 6.68 5.68 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.626), miscRNA
NR_151089.1 NR_151089.1 3.08 4.01 40.18 NA GO:0005829//cytosol;GO:0005737//cytoplasmNA NA K11294//nucleolin;K19898NP_593244.1//BSD domain-containing protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.719), miscRNA
NR_149973.1 NR_149973.1 0.65 0.84 8.76 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1122), miscRNA
NR_150930.1 NR_150930.1 2.62 2.48 10.13 NA GO:0010008//endosome membrane;GO:0000329//fungal-type vacuole membrane;GO:0019898//extrinsic component of membrane;GO:0005737//cytoplasm;GO:0005768//endosome;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0000407//phagophore assembly site;GO:0034045//phagophore assembly site membraneGO:0080025//phosphatidylinositol-3,5-bisphosphate binding;GO:0032266//phosphatidylinositol-3-phosphate binding;GO:0035091//phosphatidylinositol bindingGO:0006623//protein targeting to vacuole;GO:0034497//protein localization to phagophore assembly site;GO:0006497//protein lipidation;GO:0044804//autophagy of nucleus;GO:0006914//autophagy;GO:0016236//macroautophagy;GO:0000422//autophagy of mitochondrionK17908//autophagy-related protein 18NP_594055.1//WD repeat protein involved in autophagy Atg18a [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.560), miscRNA
NR_150204.1 NR_150204.1 1.77 1.78 8.17 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1330), miscRNA

2539091 NM_001023326.23.73 3.03 9.45 wtf18 GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0075297//negative regulation of ascospore formationNA NP_588335.2//wtf element Wtf18 [Schizosaccharomyces pombe 972h-]wtf element Wtf18 (wtf18), mRNA
5802757 NM_001356038.12.84 2.67 13.87 dic1 GO:0005829//cytosol;GO:0005868//cytoplasmic dynein complex;GO:0035974//meiotic spindle pole body;GO:0030981//cortical microtubule cytoskeletonGO:0045503//dynein light chain binding;GO:0045504//dynein heavy chain bindingGO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:2000582//positive regulation of ATP-dependent microtubule motor activity, plus-end-directed;GO:0099111//microtubule-based transportK10415//dynein intermediate chain, cytosolicXP_001713125.1//dynein intermediate chain Dic1 [Schizosaccharomyces pombe 972h-]dynein intermediate chain Dic1 (dic1), partial mRNA
2538941 NM_001023401.25.16 5.09 13.16 mrpl22 GO:0015934//large ribosomal subunit;GO:0005762//mitochondrial large ribosomal subunit;GO:0005737//cytoplasmGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translation;GO:0006412//translationK02890//large subunit ribosomal protein L22NP_588410.1//mitochondrial ribosomal protein subunit L22 (predicted) [Schizosaccharomyces pombe 972h-]putative mitochondrial ribosomal protein subunit L22 (mrpl22), mRNA

NR_151037.1 NR_151037.1 1.18 1.32 10.01 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.671), miscRNA
2541095 NM_001021397.22.12 2.61 11.19 ppk31 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0018105//peptidyl-serine phosphorylation;GO:0051321//meiotic cell cycle;GO:0035556//intracellular signal transduction;GO:0010508//positive regulation of autophagyK12767 NP_595486.1//serine/threonine protein kinase Ppk31 (predicted) [Schizosaccharomyces pombe 972h-]putative serine/threonine protein kinase Ppk31 (ppk31), mRNA

NR_150009.1 NR_150009.1 2.95 2.62 13.91 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0032153//cell division siteGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0007165//signal transduction;GO:0033315//meiotic G2/MI DNA replication checkpoint;GO:0033314//mitotic DNA replication checkpoint;GO:0018107//peptidyl-threonine phosphorylation;GO:0031573//intra-S DNA damage checkpoint;GO:0042770//signal transduction in response to DNA damage;GO:0018105//peptidyl-serine phosphorylation;GO:1903466//regulation of mitotic DNA replication initiation;GO:0046826//negative regulation of protein export from nucleus;GO:0042981//regulation of apoptotic processK02831 NP_587941.1//replication checkpoint kinase cds1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1155), miscRNA
2542491 NM_001020452.211.09 14.17 1.45 SPAC186.03 GO:0009986//cell surface;GO:0005618//cell wall;GO:0005794//Golgi apparatus;GO:0005576//extracellular region;GO:0005737//cytoplasmGO:0004067//asparaginase activityGO:0006531//aspartate metabolic process;GO:0006528//asparagine metabolic process;GO:0006530//asparagine catabolic processK01424//L-asparaginase [EC:3.5.1.1]NP_595021.1//L-asparaginase (predicted) [Schizosaccharomyces pombe 972h-]putative L-asparaginase (SPAC186.03), mRNA
2542489 NM_001019480.2 0 4.45 10.37 dam1 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0042729//DASH complex;GO:0055028//cortical microtubule;GO:0044732//mitotic spindle pole body;GO:1990537//mitotic spindle polar microtubule;GO:0000778//condensed nuclear chromosome kinetochore;GO:0005829//cytosolGO:0051010//microtubule plus-end bindingGO:1990942//mitotic metaphase chromosome recapture;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:1905185//microtubule sliding involved in mitotic metaphase chromosome recapture;GO:0051301//cell division;GO:1990758//mitotic sister chromatid biorientationK02307 NP_594056.1//DASH complex subunit Dam1 [Schizosaccharomyces pombe 972h-]DASH complex subunit Dam1 (dam1), mRNA

NR_150262.1 NR_150262.1 3.89 2.73 3.87 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1384), miscRNA
NR_150976.1 NR_150976.1 2.24 2.46 1.15 NA GO:0005739//mitochondrionGO:0003864//3-methyl-2-oxobutanoate hydroxymethyltransferase activity;GO:0008168//methyltransferase activityGO:0015940//pantothenate biosynthetic processK00606 NP_592822.1//3-methyl-2-oxobutanoatehydroxymethyltransferase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.614), miscRNA

2538750 NM_001023166.25.22 5.44 2.69 SPCC622.04 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_588176.1//hypothetical protein SPCC622.04 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC622.04), mRNA
NR_151183.1 NR_151183.1 2.98 1.39 17.65 NA GO:0010008//endosome membrane;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0000139//Golgi membrane;GO:0090619//meiotic spindle pole;GO:0005829//cytosol;GO:0055037//recycling endosome;GO:0090726//cortical dynamic polarity patch;GO:0005886//plasma membrane;GO:0005628//prospore membraneGO:0005525//GTP binding;GO:0003924//GTPase activityGO:1902441//protein localization to meiotic spindle pole body;GO:0045921//positive regulation of exocytosis;GO:0042144//vacuole fusion, non-autophagic;GO:0006886//intracellular protein transport;GO:0000281//mitotic cytokinesis;GO:0061796//membrane addition at site of mitotic cytokinesis;GO:0007264//small GTPase mediated signal transduction;GO:1903024//positive regulation of ascospore-type prospore membrane assembly;GO:1990896//protein localization to cell cortex of cell tipK07904//Ras-related protein Rab-11ANP_593667.1//GTPase Ypt3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.805), miscRNA

2543433 NM_001019121.23.14 3.68 9.64 mug133 GO:0000329//fungal-type vacuole membrane;GO:0005938//cell cortex;GO:0005794//Golgi apparatusNA GO:0051321//meiotic cell cycleNA NP_593689.1//hypothetical protein SPAC4G9.07 [Schizosaccharomyces pombe 972h-]uncharacterized protein SPAC4G9.07 (mug133), mRNA
NR_151371.1 NR_151371.1 2.15 1.81 9.63 NA GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005829//cytosol;GO:0016021//integral component of membraneNA NA NA NP_594534.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.978), miscRNA
NR_150547.1 NR_150547.1 2.71 2.46 250.22 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1651), miscRNA

2538727 NM_001022676.12.25 5.31 3.62 SPCC757.06 NA NA NA NA NP_587681.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC757.06), partial mRNA
NR_150460.1 NR_150460.1 2.51 2.86 4.6 NA GO:0043240//Fanconi anaemia nuclear complex;GO:0071821//FANCM-MHF complex;GO:0000775//chromosome, centromeric regionGO:0003682//chromatin binding;GO:0046982//protein heterodimerization activity;GO:0003690//double-stranded DNA bindingGO:0000712//resolution of meiotic recombination intermediates;GO:0031297//replication fork processing;GO:0006312//mitotic recombination;GO:0036297//interstrand cross-link repairNA NP_596235.2//hypothetical protein SPBC2D10.16 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1569), miscRNA
NR_150352.1 NR_150352.1 3.12 3.74 12.78 NA GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0005524//ATP binding;GO:0042626//ATPase activity, coupled to transmembrane movement of substances;GO:0015421//oligopeptide-transporting ATPase activityGO:0090374//oligopeptide export from mitochondrionK02021//putative ABC transport system ATP-binding proteinNP_595751.1//mitochondrial peptide-transporting ATPase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1467), miscRNA
NR_150398.1 NR_150398.1 3.43 2.48 2.26 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1510), miscRNA

5802701 NM_001355858.16.12 5.17 7.66 SPCC330.19cGO:0016021//integral component of membraneNA NA NA XP_001713159.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC330.19c), mRNA
NR_150291.1 NR_150291.1 0.94 1.18 0.57 NA GO:0016021//integral component of membrane;GO:0000935//division septum;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0004100//chitin synthase activityGO:0006031//chitin biosynthetic process;GO:0006038//cell wall chitin biosynthetic process;GO:0031505//fungal-type cell wall organization;GO:0000917//division septum assemblyK00698//chitin synthase [EC:2.4.1.16]NP_595434.1//chitin synthase-like protein 2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1410), miscRNA
NR_150872.1 NR_150872.1 1.27 0.2 160.32 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.491), miscRNA

14218052 NM_001356202.11.35 2.33 0.88 new12 GO:0016021//integral component of membraneGO:0008081//phosphoric diester hydrolase activityGO:0006629//lipid metabolic processNA XP_004001800.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein new12 (new12), partial mRNA
NR_150637.1 NR_150637.1 2.31 2.57 4.49 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.218), miscRNA

2543399 NM_001019501.22.49 2.59 1.63 peg1 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005635//nuclear envelope;GO:0015630//microtubule cytoskeleton;GO:0099070//static microtubule bundle;GO:1990023//mitotic spindle midzone;GO:0005875//microtubule associated complex;GO:0005829//cytosol;GO:0005876//spindle microtubuleNA GO:0090307//mitotic spindle assembly;GO:0051301//cell division;GO:0060172//astral microtubule depolymerizationK16578//CLIP-associating protein 1/2;K01867//tryptophanyl-tRNA synthetase [EC:6.1.1.2]NP_594084.1//CLASP family microtubule-associated protein [Schizosaccharomyces pombe 972h-]CLASP family microtubule-associated protein (peg1), mRNA
NR_151134.1 NR_151134.1 2.43 2.21 4.09 NA GO:0035861//site of double-strand break;GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0005524//ATP binding;GO:0003918//DNA topoisomerase type II (ATP-hydrolyzing) activity;GO:0004519//endonuclease activity;GO:0016889//endodeoxyribonuclease activity, producing 3'-phosphomonoesters;GO:0045027//DNA end bindingGO:0007131//reciprocal meiotic recombination;GO:0042138//meiotic DNA double-strand break formation;GO:0000706//meiotic DNA double-strand break processing;GO:0000737//DNA catabolic process, endonucleolytic;GO:0031619//homologous chromosome orientation involved in meiotic metaphase I plate congressionK10878//meiotic recombination protein SPO11NP_593479.1//endonuclease Rec12 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.760), miscRNA
NR_151210.1 NR_151210.1 0 1.21 12.23 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.83), miscRNA
NR_149843.1 NR_149843.1 5.35 4.81 47.33 NA NA NA NA NA XP_004001794.1//hypothetical protein SPAC1093.07 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1004), miscRNA
NR_151353.1 NR_151353.1 4.14 10.66 8.94 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0034657//GID complex;GO:0005737//cytoplasm;GO:0005773//vacuoleNA GO:0007039//protein catabolic process in the vacuole;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0045721//negative regulation of gluconeogenesisNA NP_594451.2//vacuolar import and degradation protein Vid28 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.960), miscRNA
NR_150068.1 NR_150068.1 3.24 2.69 0.65 NA GO:0005634//nucleus;GO:0071011//precatalytic spliceosome;GO:0046540//U4/U6 x U5 tri-snRNP complexGO:0003723//RNA bindingGO:0008380//RNA splicing;GO:0045292//mRNA cis splicing, via spliceosomeK12846//U4/U6.U5 tri-snRNP-associated protein 3NP_588243.1//U4/U6 x U5 tri-snRNP complex subunit (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1208), miscRNA
NR_150684.1 NR_150684.1 5.85 4.73 3.41 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.271), miscRNA
NR_150537.1 NR_150537.1 4.47 4.11 0.88 NA GO:0005829//cytosolNA NA K19525//vacuolar protein sorting-associated protein 13A/CP87319.2//RecName: Full=Vacuolar protein sorting-associated protein 13aantisense RNA (predicted) (SPNCRNA.1641), miscRNA

3361181 NM_001020944.31.86 9.42 68.01 eno102 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000015//phosphopyruvate hydratase complexGO:0000287//magnesium ion binding;GO:0004634//phosphopyruvate hydratase activityGO:0061621//canonical glycolysis;GO:0006096//glycolytic processK01689//enolase [EC:4.2.1.11]NP_001018769.2//enolase (predicted) [Schizosaccharomyces pombe 972h-]putative enolase (eno102), mRNA
2541883 NM_001018833.22.28 1.95 3.19 SPAC23H4.05cGO:0005739//mitochondrionNA NA NA NP_593401.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC23H4.05c), mRNA
2539742 NM_001022479.21.21 1.16 1.63 SPBC13G1.15cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_596558.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC13G1.15c), mRNA

14218039 NM_001356170.1 0 0 0 SPAC1093.07NA NA NA NA XP_004001794.1//hypothetical protein SPAC1093.07 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1093.07), mRNA
NR_150107.1 NR_150107.1 2.27 1.98 1.82 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1243), miscRNA
NR_151224.1 NR_151224.1 2.51 1.4 5.43 NA GO:0000329//fungal-type vacuole membrane;GO:0000221//vacuolar proton-transporting V-type ATPase, V1 domainGO:0046961//proton-transporting ATPase activity, rotational mechanismGO:0015991//ATP hydrolysis coupled proton transport;GO:0007035//vacuolar acidificationK02144//V-type H+-transporting ATPase subunit HNP_593848.1//V-type ATPase V1 subunit H (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.842), miscRNA
NR_151366.1 NR_151366.1 3.62 4.11 4.48 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016829//lyase activity;GO:0003824//catalytic activity;GO:0019172//glyoxalase III activityGO:1990748//cellular detoxificationK22211 NP_594492.1//ThiJ domain protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.973), miscRNA
NR_150655.1 NR_150655.1 3.3 1.62 29.23 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl24), miscRNA
NR_151365.1 NR_151365.1 2.02 3.14 7.54 NA GO:0005634//nucleus;GO:0043234//protein complex;GO:0043596//nuclear replication fork;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0043539//protein serine/threonine kinase activator activity;GO:0000403//Y-form DNA bindingGO:0072428//signal transduction involved in intra-S DNA damage checkpoint;GO:0033314//mitotic DNA replication checkpoint;GO:0031573//intra-S DNA damage checkpoint;GO:1903466//regulation of mitotic DNA replication initiation;GO:0072429//response to intra-S DNA damage checkpoint signaling;GO:0006260//DNA replicationK11272 NP_594486.1//mediator of replication checkpoint 1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.972), miscRNA
NR_150361.1 NR_150361.1 2.71 2.15 1.81 NA GO:0000124//SAGA complex;GO:0070209//ASTRA complexGO:0016301//kinase activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0010674//negative regulation of transcription from RNA polymerase II promoter involved in meiotic cell cycle;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylationK08874//transformation/transcription domain-associated proteinNP_595777.1//SAGA complex phosphatidylinositol pseudokinase Tra1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1475), miscRNA
NR_150079.1 NR_150079.1 3.55 1.7 3.46 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1218), miscRNA

2540516 NM_001355826.1 2.9 3.02 1.69 vps13a GO:0005829//cytosolNA NA K19525//vacuolar protein sorting-associated protein 13A/CXP_001713147.1//vacuolar protein sorting-associated protein [Schizosaccharomyces pombe 972h-]vacuolar protein sorting-associated protein (vps13a), mRNA
3361426 NM_001019830.26.14 8.4 7.75 SPAPB15E9.02cGO:0016021//integral component of membraneNA NA K11135//Pin2-interacting protein X1NP_001018275.1//hypothetical protein SPAPB15E9.02c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB15E9.02c), mRNA

NR_149996.1 NR_149996.1 1.98 1.54 2.91 NA GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008892//guanine deaminase activity;GO:0008270//zinc ion bindingGO:0006147//guanine catabolic process;GO:0046098//guanine metabolic processK01487//guanine deaminase [EC:3.5.4.3]NP_587874.1//guanine deaminase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1143), miscRNA
2543165 NM_001018860.15.26 7.75 0.4 mug28 GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0005628//prospore membraneGO:0003723//RNA bindingGO:0030435//sporulation resulting in formation of a cellular spore;GO:0051321//meiotic cell cycleK13126//polyadenylate-binding proteinNP_593427.1//RNA-binding protein Mug28 [Schizosaccharomyces pombe 972h-]RNA-binding protein Mug28 (mug28), partial mRNA
2539340 NM_001023399.23.56 3.09 5.72 wtf20 GO:0016021//integral component of membraneNA GO:0075297//negative regulation of ascospore formationNA NP_588408.1//wtf element Wtf20 [Schizosaccharomyces pombe 972h-]wtf element Wtf20 (wtf20), mRNA

NR_150551.1 NR_150551.1 25.4 35.72 30.55 NA GO:0005643//nuclear pore;GO:0034399//nuclear periphery;GO:0005635//nuclear envelope;GO:0031080//nuclear pore outer ringGO:0005487//nucleocytoplasmic transporter activityGO:0016973//poly(A)+ mRNA export from nucleusK14303//nuclear pore complex protein Nup160NP_596674.1//nucleoporin Nup120 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1656), miscRNA
2539264 NM_001023093.2 1.2 2.11 18.25 meu8 GO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activity;GO:0008802//betaine-aldehyde dehydrogenase activityGO:0019285//glycine betaine biosynthetic process from choline;GO:0051321//meiotic cell cycle;GO:0070458//cellular detoxification of nitrogen compoundK00130;K00129//aldehyde dehydrogenase (NAD(P)+) [EC:1.2.1.5];K00128//aldehyde dehydrogenase (NAD+) [EC:1.2.1.3]NP_588102.1//aldehyde dehydrogenase Meu8 (predicted) [Schizosaccharomyces pombe 972h-]putative aldehyde dehydrogenase Meu8 (meu8), mRNA
2540637 NM_001021957.24.36 3.13 9.91 spo5 GO:0005829//cytosol;GO:0071686//horsetail nucleus;GO:0005737//cytoplasmGO:0003723//RNA bindingGO:0007127//meiosis I;GO:0030437//ascospore formation;GO:0034504//protein localization to nucleus;GO:0031322//ascospore-type prospore-specific spindle pole body remodeling;GO:0006998//nuclear envelope organization;GO:0007135//meiosis IIK00327//NADPH-ferrihemoprotein reductase [EC:1.6.2.4];K13126//polyadenylate-binding proteinNP_596047.1//meiotic RNA-binding protein 1 [Schizosaccharomyces pombe 972h-]meiotic RNA-binding protein 1 (spo5), mRNA

NR_151248.1 NR_151248.1 1.62 2.55 5.62 NA GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activityNA NA NP_593993.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.865), miscRNA
NR_150184.1 NR_150184.1 1.54 0 0 NA GO:0005774//vacuolar membrane;GO:0000329//fungal-type vacuole membrane;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0015431//glutathione S-conjugate-exporting ATPase activity;GO:0015440//peptide-transporting ATPase activity;GO:0044604//phytochelatin transmembrane transporter ATPase activity;GO:0005524//ATP binding;GO:0015086//cadmium ion transmembrane transporter activity;GO:0042626//ATPase activity, coupled to transmembrane movement of substances;GO:0015127//bilirubin transmembrane transporter activityGO:0006749//glutathione metabolic process;GO:0098849//cellular detoxification of cadmium ion;GO:0036246//phytochelatin 2 import into vacuole;GO:0042144//vacuole fusion, non-autophagic;GO:0010038//response to metal ion;GO:0071996//glutathione transmembrane import into vacuole;GO:0045454//cell redox homeostasisK05665//ATP-binding cassette, subfamily C (CFTR/MRP), member 1;K05658//ATP-binding cassette, subfamily B (MDR/TAP), member 1 [EC:3.6.3.44]NP_595055.1//multi drug resistance-associated protein abc3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1312), miscRNA

3361521 NM_001018920.21.83 0.5 0.33 crp79 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0008143//poly(A) binding;GO:0003723//RNA bindingGO:0006406//mRNA export from nucleus;GO:1902373//negative regulation of mRNA catabolic process;GO:0048255//mRNA stabilizationK13126//polyadenylate-binding proteinNP_001018242.1//poly(A) binding protein Crp79 [Schizosaccharomyces pombe 972h-]poly(A)-binding protein Crp79 (crp79), mRNA
2542148 NM_001020109.22.65 0 5.02 sup45 GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0018444//translation release factor complex;GO:0005829//cytosolGO:0008022//protein C-terminus binding;GO:0016149//translation release factor activity, codon specificGO:0006353//DNA-templated transcription, termination;GO:0002184//cytoplasmic translational terminationK03265//peptide chain release factor subunit 1XP_013018837.1//translation release factor eRF1 [Schizosaccharomyces octosporus yFS286]translation release factor eRF1 (sup45), mRNA
2540137 NM_001021034.20.35 0.65 0.36 SPBC1773.12GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005730//nucleolus;GO:0016021//integral component of membrane;GO:0000790//nuclear chromatinGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK02365//separase [EC:3.4.22.49];K01684;K09241NP_595127.1//transcription factor (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor (SPBC1773.12), partial mRNA

NR_150332.1 NR_150332.1 4.9 3.66 3.37 NA GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004781//sulfate adenylyltransferase (ATP) activityGO:0000103//sulfate assimilation;GO:0010134//sulfate assimilation via adenylyl sulfate reduction;GO:0070814//hydrogen sulfide biosynthetic process;GO:0019344//cysteine biosynthetic process;GO:0019379//sulfate assimilation, phosphoadenylyl sulfate reduction by phosphoadenylyl-sulfate reductase (thioredoxin);GO:0000096//sulfur amino acid metabolic process;GO:0009086//methionine biosynthetic processK00958 NP_595662.2//sulfate adenylyltransferase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1448), miscRNA
NR_150190.1 NR_150190.1 1.55 0.73 53.34 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0044654//starch alpha-glucosidase activity;GO:0032450//maltose alpha-glucosidase activity;GO:0004575//sucrose alpha-glucosidase activity;GO:0003824//catalytic activity;GO:0004558//alpha-1,4-glucosidase activity;GO:0044653//dextrin alpha-glucosidase activityGO:0005975//carbohydrate metabolic process;GO:0044247//cellular polysaccharide catabolic processK01182;K01187//alpha-glucosidase [EC:3.2.1.20]NP_595063.1//maltase alpha-glucosidase Mal1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1318), miscRNA
NR_150587.1 NR_150587.1 1.33 2.31 6.33 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.169), miscRNA

3361400 NM_001356171.12.26 3.02 1.85 dhc1 GO:1990574//meiotic spindle astral microtubule;GO:0030286//dynein complex;GO:0005868//cytoplasmic dynein complex;GO:0016021//integral component of membrane;GO:0035974//meiotic spindle pole body;GO:0030981//cortical microtubule cytoskeletonGO:0051959//dynein light intermediate chain binding;GO:0045505//dynein intermediate chain binding;GO:0005524//ATP binding;GO:0003777//microtubule motor activity;GO:0045503//dynein light chain binding;GO:0008569//ATP-dependent microtubule motor activity, minus-end-directed;GO:0016887//ATPase activityGO:0007129//synapsis;GO:0007018//microtubule-based movement;GO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:1990758//mitotic sister chromatid biorientation;GO:0000742//karyogamy involved in conjugation with cellular fusionK10413//dynein heavy chain 1, cytosolicXP_001713108.1//dynein heavy chain Dhc1 [Schizosaccharomyces pombe 972h-]dynein heavy chain Dhc1 (dhc1), partial mRNA
2542050 NM_001018172.11.39 5.58 19.46 SPAC212.02 GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_595036.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC212.02), partial mRNA
2540070 NM_001021192.20.88 1.04 35.63 mei3 NA GO:0030291//protein serine/threonine kinase inhibitor activityGO:0051728//cell cycle switching, mitotic to meiotic cell cycle;GO:0030435//sporulation resulting in formation of a cellular spore;GO:0007165//signal transduction;GO:0051321//meiotic cell cycle;GO:0051446//positive regulation of meiotic cell cycleNA NP_595285.1//meiosis inducing protein Mei3 [Schizosaccharomyces pombe 972h-]protein Mei3 (mei3), mRNA

NR_150128.1 NR_150128.1 2.56 0.51 2.28 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1262), miscRNA
2541876 NM_001018848.10.45 0.45 0.46 SPAP27G11.11cNA NA NA NA NP_593415.1//hypothetical protein SPAP27G11.11c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAP27G11.11c), partial mRNA
2539617 NM_001022646.22.26 2.06 2.98 SPBC1861.04cGO:0005634//nucleus;GO:0005688//U6 snRNPGO:0003723//RNA binding;GO:0017069//snRNA bindingGO:0006396//RNA processing;GO:0000244//spliceosomal tri-snRNP complex assembly;GO:0000245//spliceosomal complex assemblyK13126//polyadenylate-binding proteinNP_596721.1//RNA-binding protein Prp24 (predicted) [Schizosaccharomyces pombe 972h-]putative RNA-binding protein Prp24 (SPBC1861.04c), mRNA

NR_150511.1 NR_150511.1 2.32 1.81 0.78 NA GO:0016021//integral component of membraneNA NA NA NP_596490.1//hypothetical protein SPBC887.16 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1617), miscRNA
NR_151234.1 NR_151234.1 22.13 27.62 14.36 NA GO:0005634//nucleus;GO:0005724//nuclear telomeric heterochromatin;GO:0005730//nucleolus;GO:0000783//nuclear telomere cap complex;GO:0000790//nuclear chromatinGO:0051880//G-quadruplex DNA bindingGO:0101018//negative regulation of mitotic DNA replication initiation from late origin;GO:0070203//regulation of establishment of protein localization to telomere;GO:0007049//cell cycle;GO:0000723//telomere maintenanceNA NP_593910.2//telomere length regulator protein Rif1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.852), miscRNA
NR_150043.1 NR_150043.1 2 2.04 6.39 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1186), miscRNA
NR_151056.1 NR_151056.1 4.33 4.35 4.39 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008641//ubiquitin-like modifier activating enzyme activity;GO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0004792//thiosulfate sulfurtransferase activity;GO:0016779//nucleotidyltransferase activity;GO:0042292//URM1 activating enzyme activityGO:0032447//protein urmylation;GO:0034599//cellular response to oxidative stress;GO:0018192//enzyme active site formation via cysteine modification to L-cysteine persulfide;GO:0002143//tRNA wobble position uridine thiolationK11996//adenylyltransferase and sulfurtransferase [EC:2.7.7.80 2.8.1.11]NP_593090.1//thiosulfate sulfurtransferase, URM1 activating enzyme (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.689), miscRNA
NR_150716.1 NR_150716.1 3.37 5.8 27.33 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.305), miscRNA

2539528 NM_001023167.24.25 3.86 1.34 SPCC622.05 GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_588178.1//hypothetical protein SPCC622.06c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC622.05), mRNA
NR_151018.1 NR_151018.1 4.8 1.1 2.93 NA GO:0005759//mitochondrial matrix;GO:0005744//mitochondrial inner membrane presequence translocase complex;GO:0005739//mitochondrionGO:0051082//unfolded protein binding;GO:0008270//zinc ion binding;GO:0051087//chaperone bindingGO:0006457//protein folding;GO:0050821//protein stabilization;GO:0030150//protein import into mitochondrial matrixK17808//mitochondrial protein import protein ZIM17NP_592950.1//TIM23 translocase complex subunit Tim15 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.654), miscRNA

2538878 NM_001023189.21.39 2.09 0.47 mug1 GO:0005869//dynactin complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0106006//microtubule cortical anchor activityGO:0098863//nuclear migration by microtubule mediated pushing forces;GO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0007059//chromosome segregation;GO:0007052//mitotic spindle organization;GO:0007017//microtubule-based process;GO:0032118//horsetail-astral microtubule organizationK18599 NP_588199.1//dynactin complex subunit, dynamitin (predicted) [Schizosaccharomyces pombe 972h-]putative dynactin complex subunit dynamitin (mug1), mRNA
NR_150249.1 NR_150249.1 3.05 2.14 4.38 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1372), miscRNA
NR_151093.1 NR_151093.1 2.91 3.28 6.22 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0031510//SUMO activating enzyme complex;GO:0005737//cytoplasmGO:0019948//SUMO activating enzyme activityGO:0016925//protein sumoylation;GO:0006974//cellular response to DNA damage stimulusK10684//ubiquitin-like 1-activating enzyme E1 A [EC:6.2.1.45]NP_593250.1//CTNS domain protein (SMART) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.722), miscRNA

2539813 NM_001021822.22.89 2.26 1.28 SPBC14C8.11cNA NA NA NA NP_595914.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC14C8.11c), mRNA
NR_151250.1 NR_151250.1 2.16 3.61 11.76 NA NA NA NA NA P0CU23.1//RecName: Full=Uncharacterized protein SPAPB1A11.06intergenic RNA (predicted) (SPNCRNA.867), miscRNA
NR_150024.1 NR_150024.1 3.97 2.98 4.71 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1169), miscRNA
NR_149905.1 NR_149905.1 1.78 1.94 7.73 NA GO:0031390//Ctf18 RFC-like complex;GO:0000790//nuclear chromatinGO:0003677//DNA bindingGO:0006260//DNA replication;GO:0007064//mitotic sister chromatid cohesionK11270//chromosome transmission fidelity protein 8NP_001018293.1//DNA replication factor C complex subunit Ctf8 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1060), miscRNA
NR_151030.1 NR_151030.1 1.16 0.55 2.64 NA GO:0030173//integral component of Golgi membrane;GO:0032580//Golgi cisterna membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0070916//inositol phosphoceramide synthase complexGO:0045140//inositol phosphoceramide synthase activityGO:0006673//inositol phosphoceramide metabolic process;GO:0030148//sphingolipid biosynthetic processK02867//large subunit ribosomal protein L11BAA19190.1//Aur1 [Schizosaccharomyces pombe]antisense RNA (predicted) (SPNCRNA.665), miscRNA

2538916 NM_001022918.23.65 2.65 2.09 mug123 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0030435//sporulation resulting in formation of a cellular spore;GO:0051321//meiotic cell cycleNA NP_587927.1//mug123 protein [Schizosaccharomyces pombe 972h-]protein mug123 (mug123), mRNA
2538751 NM_001023312.25.73 5.13 299.67 SPCC1442.07cGO:0005634//nucleus;GO:0005829//cytosolGO:0008237//metallopeptidase activity;GO:0008270//zinc ion binding;GO:0070628//proteasome bindingGO:0016925//protein sumoylation;GO:0006974//cellular response to DNA damage stimulusNA NP_588321.1//ubiquitin/metalloprotease fusion protein (predicted) [Schizosaccharomyces pombe 972h-]putative ubiquitin/metalloprotease fusion protein (SPCC1442.07c), mRNA

NR_151307.1 NR_151307.1 2.38 3.11 26.07 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.919), miscRNA
NR_150445.1 NR_150445.1 2.9 3.28 1.7 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1555), miscRNA
NR_151367.1 NR_151367.1 4.28 3.28 14.05 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.974), miscRNA
NR_150524.1 NR_150524.1 2.89 2.26 4.06 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.163), miscRNA

2540779 NM_001022268.24.27 8.25 11.48 meu22 GO:0016021//integral component of membraneGO:0015171//amino acid transmembrane transporter activityGO:0051321//meiotic cell cycleK16261 NP_596348.1//amino-acid permease [Schizosaccharomyces pombe 972h-]amino-acid permease (meu22), mRNA
NR_150913.1 NR_150913.1 1.81 2.74 5.86 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl54), miscRNA

9406905 NM_001356183.1 6.5 3.25 8.77 SPAC20G4.09NA NA NA NA NA uncharacterized protein (SPAC20G4.09), partial mRNA
NR_150481.1 NR_150481.1 0.72 1.8 26.56 NA GO:0005634//nucleus;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004519//endonuclease activity;GO:0004518//nuclease activityGO:0006401//RNA catabolic processK05758//actin related protein 2/3 complex, subunit 2;K01174NP_596346.1//nuclease [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1589), miscRNA

2540789 NM_001021588.24.05 3.73 4.27 mug124 GO:0016021//integral component of membraneNA GO:0051321//meiotic cell cycleNA NP_595691.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug124 (mug124), mRNA
NR_151348.1 NR_151348.1 0 0 0 NA NA NA NA K01483 NA antisense RNA (predicted) (SPNCRNA.956), miscRNA
NR_150098.1 NR_150098.1 4.29 4.91 5.92 NA GO:0009331//glycerol-3-phosphate dehydrogenase complex;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0004368//glycerol-3-phosphate dehydrogenase activity;GO:0052591//sn-glycerol-3-phosphate:ubiquinone-8 oxidoreductase activityGO:0006072//glycerol-3-phosphate metabolic process;GO:0019563//glycerol catabolic process;GO:0006116//NADH oxidationK00111//glycerol-3-phosphate dehydrogenase [EC:1.1.5.3]NP_588348.1//glycerol-3-phosphate dehydrogenase Gut2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1235), miscRNA
NR_150448.1 NR_150448.1 3.06 4.09 19.5 NA NA NA NA K00420//ubiquinol-cytochrome c reductase subunit 10NA antisense RNA (predicted) (SPNCRNA.1558), miscRNA

2542289 NM_001019673.21.03 1.57 4.09 SPAC17G6.03GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0016787//hydrolase activity;GO:0008253//5'-nucleotidase activity;GO:0000166//nucleotide binding;GO:0016788//hydrolase activity, acting on ester bondsGO:0046085//adenosine metabolic process;GO:0009166//nucleotide catabolic processNA NP_594250.1//phosphoprotein phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoprotein phosphatase (SPAC17G6.03), mRNA
NR_150277.1 NR_150277.1 2.53 2.24 8.12 NA GO:0005739//mitochondrion;GO:0030956//glutamyl-tRNA(Gln) amidotransferase complex;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0050567//glutaminyl-tRNA synthase (glutamine-hydrolyzing) activity;GO:0016740//transferase activity;GO:0004040//amidase activityGO:0032543//mitochondrial translation;GO:0070681//glutaminyl-tRNAGln biosynthesis via transamidationK02433//aspartyl-tRNA(Asn)/glutamyl-tRNA(Gln) amidotransferase subunit A [EC:6.3.5.6 6.3.5.7]NP_595361.1//mitochondrial glutamyl-tRNA amidotransferase alpha subunit (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1398), miscRNA

2541797 NM_001018436.25.84 7.17 1.91 mug62 GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0003824//catalytic activityGO:0008152//metabolic process;GO:0051321//meiotic cell cycleK07943//ADP-ribosylation factor-like protein 2Q09773.2//RecName: Full=Meiotically up-regulated gene 62 proteinputative AMP binding enzyme (mug62), partial mRNA
9407039 NM_001355883.13.45 4.03 1.91 spo13 GO:0035974//meiotic spindle pole body;GO:0005737//cytoplasmGO:0005085//guanyl-nucleotide exchange factor activityGO:0032120//ascospore-type prospore membrane assembly;GO:0030437//ascospore formation;GO:1902441//protein localization to meiotic spindle pole body;GO:0031322//ascospore-type prospore-specific spindle pole body remodelingK07573//exosome complex component CSL4;K19940XP_002788948.1//sporulation specific protein Spo13 [Schizosaccharomyces pombe 972h-]protein Spo13 (spo13), mRNA
2541097 NM_001021082.14.87 2.61 2.51 mcp6 GO:0005634//nucleus;GO:0032117//horsetail-astral microtubule array;GO:0044732//mitotic spindle pole body;GO:0035974//meiotic spindle pole bodyGO:0042802//identical protein bindingGO:0007129//synapsis;GO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0034613//cellular protein localization;GO:0032118//horsetail-astral microtubule organizationK10352//myosin heavy chain;K20361;K17978;K12575NP_595174.1//horsetail movement protein Hrs1/Mcp6 [Schizosaccharomyces pombe 972h-]horsetail movement protein Hrs1/Mcp6 (mcp6), partial mRNA

NR_150916.1 NR_150916.1 0.75 1.17 2.4 NA NA NA NA NA XP_004001731.1//hypothetical protein SPBC13G1.16 [Schizosaccharomyces pombe 972h-]non-coding RNA (predicted) (SPNCRNA.543), miscRNA
NR_151312.1 NR_151312.1 2.92 6.57 2.07 NA GO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0000324//fungal-type vacuole;GO:0005886//plasma membraneGO:0005375//copper ion transmembrane transporter activityGO:0098705//copper ion import across plasma membraneK14686//solute carrier family 31 (copper transporter), member 1NP_594269.1//copper transporter complex subunit Ctr5 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.923), miscRNA
NR_149974.1 NR_149974.1 0.62 0.53 24.52 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1123), miscRNA
NR_151024.1 NR_151024.1 4.12 5.23 0.8 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl66), miscRNA

2539772 NM_001021330.2 4 2.93 2.74 spf31 GO:0005634//nucleusGO:0030544//Hsp70 protein bindingGO:0045292//mRNA cis splicing, via spliceosomeK09528//DnaJ homolog subfamily C member 8NP_595422.1//DNAJ protein Spf31 (predicted) [Schizosaccharomyces pombe 972h-]putative DNAJ protein Spf31 (spf31), mRNA
NR_150387.1 NR_150387.1 1.35 1.71 1.3 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0006357//regulation of transcription from RNA polymerase II promoterNA NP_595537.2//WD repeat protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (prl15), miscRNA
NR_149894.1 NR_149894.1 2.84 0 5.4 NA GO:0005634//nucleus;GO:0030529//intracellular ribonucleoprotein complex;GO:0005829//cytosolGO:0003729//mRNA bindingGO:0045292//mRNA cis splicing, via spliceosomeK20361;K20526//transgelinNP_594876.1//hypothetical protein SPAC29A4.06c [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1050), miscRNA
NR_150704.1 NR_150704.1 2.43 1.07 4.01 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.291), miscRNA
NR_150616.1 NR_150616.1 3.86 2.68 5.38 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.194), miscRNA
NR_150866.1 NR_150866.1 0 0 2.48 NA NA NA NA NA NA non-coding RNA, centromeric (predicted) (SPNCRNA.485), miscRNA
NR_150471.1 NR_150471.1 2.64 2.32 1.44 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.158), miscRNA

2543519 NM_001356185.12.67 1.86 5.23 mug126 GO:0016021//integral component of membraneNA GO:0051321//meiotic cell cycleNA NP_594751.2//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug126 (mug126), mRNA
NR_151167.1 NR_151167.1 10.56 17.95 10.79 NA GO:0070056//prospore membrane leading edge;GO:0005886//plasma membrane;GO:0005628//prospore membraneNA GO:0032120//ascospore-type prospore membrane assemblyNA NP_593599.1//sporulation protein Spo3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.790), miscRNA
NR_150795.1 NR_150795.1 1.34 0 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.399), miscRNA

2542030 NM_001019069.15.63 2.82 14.09 SPAC23C11.07GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionNA NA NA NP_593638.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC23C11.07), partial mRNA
NR_149899.1 NR_149899.1 2.76 3.09 50.1 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1055), miscRNA
NR_149927.1 NR_149927.1 0.39 1.16 4.3 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1080), miscRNA
NR_150476.1 NR_150476.1 0.32 1.35 6.32 NA GO:0005829//cytosol;GO:0031410//cytoplasmic vesicle;GO:0005739//mitochondrionGO:0008138//protein tyrosine/serine/threonine phosphatase activity;GO:0016314//phosphatidylinositol-3,4,5-trisphosphate 3-phosphatase activity;GO:0004725//protein tyrosine phosphatase activityGO:0007165//signal transduction;GO:0046488//phosphatidylinositol metabolic process;GO:0009992//cellular water homeostasisK01110//phosphatidylinositol-3,4,5-trisphosphate 3-phosphatase and dual-specificity protein phosphatase PTEN [EC:3.1.3.16 3.1.3.48 3.1.3.67]NP_596312.1//phosphatidylinositol-3,4,5-trisphosphate3-phosphatase Ptn1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1584), miscRNA
NR_150168.1 NR_150168.1 23.8 16.2 70.2 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1299), miscRNA
NR_150743.1 NR_150743.1 3.67 1.88 4.76 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.335), miscRNA
NR_150525.1 NR_150525.1 2.03 1.98 2.25 NA GO:0005634//nucleus;GO:0051286//cell tip;GO:0044732//mitotic spindle pole body;GO:0005737//cytoplasm;GO:0032153//cell division siteGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0004842//ubiquitin-protein transferase activity;GO:0016874//ligase activityGO:0051321//meiotic cell cycleK12232//E3 ubiquitin-protein ligase HECTD2 [EC:2.3.2.26]NP_596534.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1630), miscRNA
NR_150636.1 NR_150636.1 1.25 0.97 10.93 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.217), miscRNA
NR_150227.1 NR_150227.1 2.39 2.14 20.13 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1352), miscRNA
NR_150208.1 NR_150208.1 3.13 3.04 0 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1334), miscRNA
NR_151171.1 NR_151171.1 2.33 0.88 1.93 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.794), miscRNA
NR_151187.1 NR_151187.1 2.12 2.15 3.98 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.809), miscRNA
NR_151105.1 NR_151105.1 4.84 4.14 12.11 NA NA NA NA NA NP_593282.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.733), miscRNA
NR_150891.1 NR_150891.1 2.47 2.72 15.58 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.513), miscRNA
NR_150860.1 NR_150860.1 2.89 3.73 3.32 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.478), miscRNA
NR_150305.1 NR_150305.1 3.86 3.06 20.13 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1423), miscRNA
NR_150478.1 NR_150478.1 2.09 2.05 3.48 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0030127//COPII vesicle coat;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0008270//zinc ion binding;GO:0005096//GTPase activator activityGO:0006886//intracellular protein transport;GO:0030433//ubiquitin-dependent ERAD pathway;GO:0006888//ER to Golgi vesicle-mediated transportK14006//protein transport protein SEC23NP_596319.1//COPII cargo receptor subunit Sec23b (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1586), miscRNA
NR_151057.1 NR_151057.1 12.34 12.12 2.95 NA GO:0005634//nucleus;GO:0030998//linear elementNA GO:0007131//reciprocal meiotic recombination;GO:0031619//homologous chromosome orientation involved in meiotic metaphase I plate congressionNA NP_588229.1//meiotic recombination protein Rec7 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (tos1), miscRNA
NR_150122.1 NR_150122.1 2.99 2.1 1.68 NA GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0075297//negative regulation of ascospore formationNA NP_588240.1//wtf element Wtf13 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1257), miscRNA
NR_150802.1 NR_150802.1 2.24 2.04 2.61 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.406), miscRNA
NR_150908.1 NR_150908.1 4.1 1.09 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.532), miscRNA
NR_150942.1 NR_150942.1 3.18 1.28 0 NA GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0016538//cyclin-dependent protein serine/threonine kinase regulator activityGO:0006279//premeiotic DNA replication;GO:0007131//reciprocal meiotic recombination;GO:0051301//cell division;GO:0051445//regulation of meiotic cell cycleK15105//solute carrier family 25 (mitochondrial aspartate/glutamate transporter), member 12/13;K06659NP_595798.1//meiosis-specific cyclin Rem1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.571), miscRNA

2539254 NM_001023283.22.19 2.66 14.32 SPCC191.04cGO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005829//cytosol;GO:0016021//integral component of membraneNA NA NA NP_588293.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC191.04c), mRNA
2542736 NM_001019951.22.79 1.9 9.28 cce1 GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0000402//crossed form four-way junction DNA binding;GO:0003677//DNA binding;GO:0003676//nucleic acid binding;GO:0008821//crossover junction endodeoxyribonuclease activity;GO:0046872//metal ion binding;GO:0070336//flap-structured DNA binding;GO:0000403//Y-form DNA binding;GO:0000400//four-way junction DNA bindingGO:0032042//mitochondrial DNA metabolic process;GO:0000002//mitochondrial genome maintenanceK17676 NP_594522.1//mitochondrial cruciform cutting endonuclease Cce1 [Schizosaccharomyces pombe 972h-]cruciform cutting endonuclease Cce1 (cce1), mRNA
2540201 NM_001022336.228.59 24.02 4.75 SPBC13A2.04cGO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0032153//cell division siteGO:0042937//tripeptide transporter activity;GO:0042936//dipeptide transporter activity;GO:0071916//dipeptide transmembrane transporter activityGO:0035442//dipeptide transmembrane transport;GO:0035443//tripeptide transmembrane transport;GO:0015031//protein transportK03305//proton-dependent oligopeptide transporter, POT familyNP_596417.1//PTR family peptide transporter (predicted) [Schizosaccharomyces pombe 972h-]putative PTR family peptide transporter (SPBC13A2.04c), mRNA
2541960 NM_001019548.21.74 2.58 6.41 SPAC6G9.15cGO:0005634//nucleusNA NA NA NP_594124.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC6G9.15c), mRNA

NR_150907.1 NR_150907.1 1.43 7.17 14.13 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.530), miscRNA
2539151 NM_001022733.22.83 2.39 10.35 mug146 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0030435//sporulation resulting in formation of a cellular sporeNA NP_587738.1//mug46 protein [Schizosaccharomyces pombe 972h-]protein mug46 (mug146), partial mRNA

NR_150634.1 NR_150634.1 2.17 1.29 3.1 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.215), miscRNA
2540695 NM_001356256.12.95 3.6 4.85 msh2 GO:0000228//nuclear chromosome;GO:0005634//nucleus;GO:0032302//MutSbeta complex;GO:0032300//mismatch repair complex;GO:0005829//cytosol;GO:0032301//MutSalpha complexGO:0005524//ATP binding;GO:0030983//mismatched DNA binding;GO:0000404//heteroduplex DNA loop binding;GO:0032137//guanine/thymine mispair binding;GO:0000406//double-strand/single-strand DNA junction binding;GO:0003684//damaged DNA binding;GO:0032138//single base insertion or deletion binding;GO:0008094//DNA-dependent ATPase activity;GO:0000403//Y-form DNA binding;GO:0016887//ATPase activity;GO:0000400//four-way junction DNA bindingGO:0000735//removal of nonhomologous ends;GO:0006311//meiotic gene conversion;GO:0045128//negative regulation of reciprocal meiotic recombination;GO:0006298//mismatch repair;GO:0043570//maintenance of DNA repeat elements;GO:0006301//postreplication repair;GO:0007534//gene conversion at mating-type locusK08735//DNA mismatch repair protein MSH2XP_001713136.1//DNA mismatch repair protein [Schizosaccharomyces pombe 972h-]DNA mismatch repair protein (msh2), mRNA
9407219 NM_001355847.13.57 1.79 1.63 ecl3 GO:0005634//nucleusNA NA NA XP_002788945.1//extender of the chronological lifespan protein Ecl3 [Schizosaccharomyces pombe 972h-]protein Ecl3 (ecl3), partial mRNA

NR_150343.1 NR_150343.1 1.81 2.41 2.26 NA NA NA NA K02931 NA intergenic RNA (predicted) (SPNCRNA.1458), miscRNA
2541359 NM_001023874.213.23 8.75 15.14 SPBPB2B2.05GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016787//hydrolase activity;GO:0016811//hydrolase activity, acting on carbon-nitrogen (but not peptide) bonds, in linear amides;GO:0016874//ligase activityGO:0006541//glutamine metabolic processNA NP_596851.2//peptidase family C26 protein [Schizosaccharomyces pombe 972h-]peptidase family C26 protein (SPBPB2B2.05), mRNA

NR_150230.1 NR_150230.1 3.07 2.95 7.78 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1355), miscRNA
2540294 NM_001022487.23.57 3.07 2.26 srb4 GO:0016592//mediator complexGO:0001104//RNA polymerase II transcription cofactor activity;GO:0030295//protein kinase activator activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0032147//activation of protein kinase activity;GO:0006351//transcription, DNA-templatedK15134 NP_596566.1//mediator complex subunit Srb4 [Schizosaccharomyces pombe 972h-]mediator complex subunit Srb4 (srb4), mRNA
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2540776 NM_001021093.25.85 6.93 2.96 meu6 GO:0005634//nucleus;GO:0005730//nucleolusNA GO:0051321//meiotic cell cycleNA NP_595185.1//meiotic chromosome segregation protein Meu6 [Schizosaccharomyces pombe 972h-]meiotic chromosome segregation protein Meu6 (meu6), mRNA
2541945 NM_001018574.21.96 1.16 5.18 SPAC23C4.06cGO:0005634//nucleus;GO:0005829//cytosolGO:0016279//protein-lysine N-methyltransferase activity;GO:0008168//methyltransferase activityGO:0007059//chromosome segregation;GO:0051321//meiotic cell cycle;GO:0000742//karyogamy involved in conjugation with cellular fusion;GO:2000765//regulation of cytoplasmic translationK21804//protein N-lysine methyltransferase METTL21A [EC:2.1.1.-]NP_593178.1//methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative methyltransferase (SPAC23C4.06c), mRNA

NR_149922.1 NR_149922.1 1.63 1.73 20.74 NA GO:0010494//cytoplasmic stress granule;GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0043614//multi-eIF complex;GO:0016282//eukaryotic 43S preinitiation complex;GO:0071541//eukaryotic translation initiation factor 3 complex, eIF3m;GO:0071540//eukaryotic translation initiation factor 3 complex, eIF3e;GO:0034399//nuclear periphery;GO:0005829//cytosol;GO:0033290//eukaryotic 48S preinitiation complex;GO:0005852//eukaryotic translation initiation factor 3 complexGO:0003743//translation initiation factor activityGO:0006446//regulation of translational initiation;GO:0071470//cellular response to osmotic stress;GO:0002188//translation reinitiation;GO:0001732//formation of cytoplasmic translation initiation complex;GO:0002183//cytoplasmic translational initiation;GO:0001731//formation of translation preinitiation complexK03246//translation initiation factor 3 subunit IBAA13849.1//unnamed protein product, partial [Schizosaccharomyces pombe]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1076), miscRNA
NR_150791.1 NR_150791.1 4.62 4.23 4.58 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.394), miscRNA
NR_151092.1 NR_151092.1 3.06 2.44 1.42 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.721), miscRNA
NR_150138.1 NR_150138.1 2.13 2.38 5.12 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellularGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004683//calmodulin-dependent protein kinase activityGO:0018107//peptidyl-threonine phosphorylation;GO:0007165//signal transduction;GO:0018105//peptidyl-serine phosphorylation;GO:0097720//calcineurin-mediated signaling;GO:1904262//negative regulation of TORC1 signalingK07359//calcium/calmodulin-dependent protein kinase kinase 2 [EC:2.7.11.17]NP_588482.2//serine/threonine protein kinase Ppk34 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1271), miscRNA
NR_149828.1 NR_149828.1 3.37 3.54 0 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl1), miscRNA
NR_151249.1 NR_151249.1 2.83 1.89 1.31 NA NA NA NA NA P0CU23.1//RecName: Full=Uncharacterized protein SPAPB1A11.06intergenic RNA (predicted), possible alternative UTR (SPNCRNA.866), miscRNA

2543349 NM_001018175.20.22 0.35 22.79 SPAC977.02 GO:0031965//nuclear membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_592775.1//hypothetical protein SPAC977.02 [Schizosaccharomyces pombe 972h-]transmembrane helix domain-containing protein (SPAC977.02), mRNA
NR_150785.1 NR_150785.1 1 1 3.9 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.389), miscRNA
NR_150515.1 NR_150515.1 1.3 1.21 0.81 NA GO:0016021//integral component of membrane;GO:0005628//prospore membrane;GO:0005619//ascospore wallGO:0004556//alpha-amylase activity;GO:0047657//alpha-1,3-glucan synthase activityGO:0030476//ascospore wall assembly;GO:0070600//fungal-type cell wall (1->3)-alpha-glucan biosynthetic processK00749 BAA76559.1//mok13+ [Schizosaccharomyces pombe]antisense RNA (predicted) (SPNCRNA.1621), miscRNA
NR_150499.1 NR_150499.1 3.56 3.75 7.54 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1604), miscRNA

2540990 NM_001021895.23.88 2.82 1.44 mug20 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0051321//meiotic cell cycleNA NP_595988.2//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug20 (mug20), mRNA
NR_150695.1 NR_150695.1 1.5 1.5 5.49 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.281), miscRNA
NR_150869.1 NR_150869.1 3.83 1.98 2.38 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.488), miscRNA
NR_150784.1 NR_150784.1 2.8 4.66 17.36 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.388), miscRNA

2540588 NM_001021570.23.51 3.91 3.97 rec6 GO:0005739//mitochondrionNA GO:0007131//reciprocal meiotic recombination;GO:0042138//meiotic DNA double-strand break formationNA P40385.3//RecName: Full=Meiotic recombination protein rec6meiotic recombination protein Rec6 (rec6), partial mRNA
NR_150310.1 NR_150310.1 15.72 34.6 29.19 NA GO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membraneNA NA K01183//chitinase [EC:3.2.1.14];K19898CDH12111.1//uncharacterized protein ZBAI_03897 [Zygosaccharomyces bailii ISA1307]antisense RNA (predicted) (SPNCRNA.1428), miscRNA
NR_149895.1 NR_149895.1 3.47 3.46 4.43 NA GO:0005829//cytosol;GO:0031429//box H/ACA snoRNP complexGO:0003723//RNA binding;GO:0034513//box H/ACA snoRNA binding;GO:0009982//pseudouridine synthase activity;GO:0019843//rRNA bindingGO:0031120//snRNA pseudouridine synthesis;GO:0000495//box H/ACA snoRNA 3'-end processing;GO:0031118//rRNA pseudouridine synthesis;GO:0006364//rRNA processing;GO:1990481//mRNA pseudouridine synthesisK11131//H/ACA ribonucleoprotein complex subunit 4 [EC:5.4.99.-]NP_594878.1//pseudouridylate synthase Cbf5 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1051), miscRNA
NR_150089.1 NR_150089.1 3.22 2.57 2.41 NA GO:0005829//cytosol;GO:0005622//intracellularGO:0005085//guanyl-nucleotide exchange factor activityGO:0000747//conjugation with cellular fusion;GO:0007264//small GTPase mediated signal transductionK03099//son of sevenlessNP_588316.1//guanyl-nucleotide exchange factor Ste6 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1227), miscRNA

2539456 NM_001023558.22.82 0.75 7.45 SPCC569.02cGO:0005737//cytoplasmNA NA NA NP_588571.1//hypothetical protein SPCC569.02c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC569.02c), mRNA
NR_150680.1 NR_150680.1 1.41 2.7 3.09 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.268), miscRNA
NR_151292.1 NR_151292.1 2.22 2.36 7.35 NA GO:0005634//nucleus;GO:0000324//fungal-type vacuole;GO:0005829//cytosolGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0004575//sucrose alpha-glucosidase activity;GO:0004564//beta-fructofuranosidase activityGO:0005975//carbohydrate metabolic process;GO:0005987//sucrose catabolic processK01193//beta-fructofuranosidase [EC:3.2.1.26]NP_594168.2//beta-fructofuranosidase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.905), miscRNA

2540224 NM_001021507.12.91 4.89 17.87 mug93 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0032153//cell division siteNA GO:0051321//meiotic cell cycleNA NP_595612.1//TPR repeat protein, meiotically spliced [Schizosaccharomyces pombe 972h-]TPR repeat-containing protein (mug93), partial mRNA
NR_150508.1 NR_150508.1 1.64 2.1 3.67 NA GO:0005634//nucleus;GO:0032994//protein-lipid complex;GO:0019898//extrinsic component of membrane;GO:0031902//late endosome membrane;GO:0000139//Golgi membrane;GO:0005768//endosome;GO:0005829//cytosol;GO:0000407//phagophore assembly siteGO:0032266//phosphatidylinositol-3-phosphate binding;GO:0035091//phosphatidylinositol bindingGO:0006886//intracellular protein transport;GO:0016050//vesicle organization;GO:0034499//late endosome to Golgi transport;GO:0008104//protein localization;GO:0006897//endocytosis;GO:0006914//autophagyK17918//sorting nexin-3/12NP_596480.1//sorting nexin Snx3 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1614), miscRNA
NR_150548.1 NR_150548.1 8.91 8.94 122.21 NA GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005681//spliceosomal complexNA GO:0045292//mRNA cis splicing, via spliceosomeNA NP_596659.1//splicing factor Cwf28 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1653), miscRNA
NR_149833.1 NR_149833.1 6.23 3.22 0.71 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl6), miscRNA
NR_150755.1 NR_150755.1 2.28 1.94 3.18 NA NA NA NA NA NA non-coding RNA, centromeric (predicted) (SPNCRNA.359), miscRNA
NR_150358.1 NR_150358.1 3.4 2.12 4.45 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1472), miscRNA

2542490 NM_001018611.22.35 1.49 0.94 SPAC30D11.02cGO:0005634//nucleus;GO:0005829//cytosolNA GO:0051321//meiotic cell cycleNA NP_593215.2//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC30D11.02c), partial mRNA
2541528 NM_001355969.13.77 2.85 3.43 SPAC24B11.14NA NA NA NA XP_001713035.1//hypothetical protein SPAC24B11.14 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC24B11.14), partial mRNA

NR_150648.1 NR_150648.1 2.35 2.22 2.09 NA NA NA NA NA NA non-coding RNA, centromeric (predicted) (SPNCRNA.231), miscRNA
NR_151216.1 NR_151216.1 4.16 8.44 10.7 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.835), miscRNA
NR_150199.1 NR_150199.1 3.02 3.8 41.28 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1326), miscRNA

2543061 NM_001019024.22.32 1.19 1.02 SPAC607.04 GO:0005634//nucleus;GO:0005829//cytosolGO:0008440//inositol-1,4,5-trisphosphate 3-kinase activity;GO:0035004//phosphatidylinositol 3-kinase activityGO:0032958//inositol phosphate biosynthetic processK00915//inositol-polyphosphate multikinase [EC:2.7.1.140 2.7.1.151]NP_593593.1//inositol polyphosphate kinase (predicted) [Schizosaccharomyces pombe 972h-]putative inositol polyphosphate kinase (SPAC607.04), mRNA
2543166 NM_001019433.13.22 1.57 7.41 dni1 GO:0051286//cell tip;GO:0043332//mating projection tip;GO:0016021//integral component of membrane;GO:0005886//plasma membraneNA GO:0032220//plasma membrane fusion involved in cytogamy;GO:0000753//cell morphogenesis involved in conjugation with cellular fusion;GO:0007009//plasma membrane organizationNA NP_594007.2//tetraspan protein Dni1 [Schizosaccharomyces pombe 972h-]tetraspan protein Dni1 (dni1), partial mRNA

NR_151010.1 NR_151010.1 4.19 2.72 4.42 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.646), miscRNA
NR_150197.1 NR_150197.1 2.51 2.28 10.04 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0042597//periplasmic spaceGO:0046872//metal ion binding;GO:0042132//fructose 1,6-bisphosphate 1-phosphatase activityGO:0005986//sucrose biosynthetic process;GO:0006002//fructose 6-phosphate metabolic process;GO:0006094//gluconeogenesis;GO:0006000//fructose metabolic process;GO:0005975//carbohydrate metabolic process;GO:0072593//reactive oxygen species metabolic process;GO:0042149//cellular response to glucose starvation;GO:0030388//fructose 1,6-bisphosphate metabolic processK03841//fructose-1,6-bisphosphatase I [EC:3.1.3.11]NP_595083.2//fructose-1,6-bisphosphatase Fbp1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1324), miscRNA
NR_151192.1 NR_151192.1 1.61 1.19 17.48 NA GO:0005739//mitochondrionNA NA NA NP_593717.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.813), miscRNA

2541457 NM_001019531.21.71 1.37 1.7 SPAC6G10.10cGO:0005634//nucleusNA NA NA NP_594107.1//hypothetical protein SPAC6G10.10c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC6G10.10c), mRNA
NR_150368.1 NR_150368.1 2.27 1.98 4.69 NA GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0016538//cyclin-dependent protein serine/threonine kinase regulator activityGO:0006279//premeiotic DNA replication;GO:0007131//reciprocal meiotic recombination;GO:0051301//cell division;GO:0051445//regulation of meiotic cell cycleK15105//solute carrier family 25 (mitochondrial aspartate/glutamate transporter), member 12/13;K06659NP_595798.1//meiosis-specific cyclin Rem1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1481), miscRNA
NR_151022.1 NR_151022.1 4.86 3.48 22.99 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.658), miscRNA

2539113 NM_001023483.26.05 9.58 7.52 mug137 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0051321//meiotic cell cycle;GO:0006897//endocytosisK04705//signal transducing adaptor molecule;K11650//SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily D;K20522NP_588493.1//BAR adaptor protein [Schizosaccharomyces pombe 972h-]BAR adaptor protein (mug137), partial mRNA
NR_150381.1 NR_150381.1 1.29 1.94 8.12 NA GO:0005783//endoplasmic reticulum;GO:0009986//cell surface;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0005576//extracellular region;GO:0005628//prospore membraneGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0008061//chitin binding;GO:0004339//glucan 1,4-alpha-glucosidase activityGO:0005980//glycogen catabolic process;GO:0006030//chitin metabolic process;GO:0051321//meiotic cell cycle;GO:0005976//polysaccharide metabolic process;GO:0016052//carbohydrate catabolic processK01178 NP_595908.1//glucan-alpha-1,4-glucosidase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1494), miscRNA

3361386 NM_001355960.10.74 3.4 11.95 SPAC977.04 GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0022857//transmembrane transporter activityGO:0006810//transport;GO:0055085//transmembrane transportK08158;K08157;K12604//CCR4-NOT transcription complex subunit 1NP_596862.1//MFS family membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC977.04), mRNA
NR_151431.1 NR_151431.1 3.86 3.3 89.91 NA NA NA NA NA XP_013238305.1//hypothetical protein DI09_258p10 [Mitosporidium daphniae]18S ribosomal RNA (SPRRNA.45), rRNA
NR_150663.1 NR_150663.1 2.56 1.24 1.07 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.249), miscRNA

2542710 NM_001020464.11.66 0.72 1.45 SPAC750.08cGO:0005829//cytosol;GO:0005739//mitochondrionGO:0008948//oxaloacetate decarboxylase activity;GO:0004471//malate dehydrogenase (decarboxylating) (NAD+) activity;GO:0046872//metal ion binding;GO:0051287//NAD bindingGO:0006099//tricarboxylic acid cycle;GO:0006090//pyruvate metabolic process;GO:0006108//malate metabolic processK00027//malate dehydrogenase (oxaloacetate-decarboxylating) [EC:1.1.1.38]NP_595034.1//NAD-dependent malic enzyme, partial [Schizosaccharomyces pombe 972h-]NAD-dependent malic enzyme (SPAC750.08c), partial mRNA
NR_150112.1 NR_150112.1 2.21 0.99 2.6 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1248), miscRNA
NR_150675.1 NR_150675.1 2.89 1.81 1.83 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.263), miscRNA

2540839 NM_001021631.23.52 3.3 4.14 SPBC18H10.09GO:0005684//U2-type spliceosomal complex;GO:0005634//nucleus;GO:0071014//post-mRNA release spliceosomal complex;GO:0005737//cytoplasmGO:0008270//zinc ion bindingGO:0045292//mRNA cis splicing, via spliceosomeK13115//coiled-coil domain-containing protein 130NP_595733.2//zf-CHY type zinc finger protein [Schizosaccharomyces pombe 972h-]zf-CHY type zinc finger protein (SPBC18H10.09), mRNA
NR_150890.1 NR_150890.1 2.42 1.9 3.52 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.512), miscRNA

2543232 NM_001019188.21.76 1.27 4.56 SPAC6B12.03cGO:0005634//nucleus;GO:0031932//TORC2 complex;GO:0005829//cytosolNA GO:0038203//TORC2 signaling;GO:0031929//TOR signalingNA NP_593758.1//HbrB family protein [Schizosaccharomyces pombe 972h-]HbrB family protein (SPAC6B12.03c), mRNA
2538732 NM_001022741.244.64 93.2 2.97 ght1 GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0031966//mitochondrial membrane;GO:0005886//plasma membraneGO:0015149//hexose transmembrane transporter activity;GO:0005353//fructose transmembrane transporter activity;GO:0005355//glucose transmembrane transporter activity;GO:0005351//sugar:proton symporter activity;GO:0005358//high-affinity hydrogen:glucose symporter activityGO:0098708//glucose import across plasma membrane;GO:0046323//glucose import;GO:1990539//fructose import across plasma membraneK08139 NP_587747.1//hexose transporter Ght1 [Schizosaccharomyces pombe 972h-]hexose transporter Ght1 (ght1), mRNA

NR_150882.1 NR_150882.1 0.52 0 0.58 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.504), miscRNA
NR_151227.1 NR_151227.1 2.91 3.17 7.49 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.845), miscRNA
NR_150056.1 NR_150056.1 2.71 1.11 2.57 NA GO:0005869//dynactin complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0106006//microtubule cortical anchor activityGO:0098863//nuclear migration by microtubule mediated pushing forces;GO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0007059//chromosome segregation;GO:0007052//mitotic spindle organization;GO:0007017//microtubule-based process;GO:0032118//horsetail-astral microtubule organizationK18599 NP_588199.1//dynactin complex subunit, dynamitin (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1198), miscRNA

2539637 NM_001021780.1 0.9 0.9 0.23 mat1-m GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0000747//conjugation with cellular fusion;GO:0051321//meiotic cell cycle;GO:0007531//mating type determinationNA NP_595874.1//mating-type m-specific polypeptide mi 1 [Schizosaccharomyces pombe 972h-]mating-type m-specific polypeptide mi 1 (mat1-m), partial mRNA
NR_151295.1 NR_151295.1 1.22 2.4 18.92 NA GO:0031595//nuclear proteasome complex;GO:0005829//cytosol;GO:0031597//cytosolic proteasome complex;GO:0008540//proteasome regulatory particle, base subcomplexGO:0005524//ATP binding;GO:0017025//TBP-class protein binding;GO:0036402//proteasome-activating ATPase activity;GO:0016887//ATPase activityGO:0070682//proteasome regulatory particle assembly;GO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0045899//positive regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0030433//ubiquitin-dependent ERAD pathwayK03065//26S proteasome regulatory subunit T5XP_001713083.1//19S proteasome regulatory subunit Rpt5 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.908), miscRNA

2542589 NM_001018419.12.27 2.69 1.67 SPAC1D4.07cNA NA NA NA NP_593020.1//hypothetical protein SPAC1D4.07c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1D4.07c), partial mRNA
3361261 NM_001021772.1 0.9 0.9 0.23 mat3-m GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmNA GO:0000747//conjugation with cellular fusion;GO:0051321//meiotic cell cycle;GO:0007531//mating type determinationNA NP_595874.1//mating-type m-specific polypeptide mi 1 [Schizosaccharomyces pombe 972h-]mating-type M-specific polypeptide Mi 2 (mat3-m), partial mRNA

NR_150821.1 NR_150821.1 2.03 1.8 6.15 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.431), miscRNA
2538839 NM_001023139.26.38 6.49 46.47 SPCC338.18 GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membraneNA NA NA NP_588150.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC338.18), mRNA
2543678 NM_001020057.21.89 2.07 1.63 rpm2 GO:0005759//mitochondrial matrix;GO:0045025//mitochondrial degradosome;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activityGO:0000965//mitochondrial RNA 3'-end processing;GO:0007005//mitochondrion organizationK17675//ATP-dependent RNA helicase SUPV3L1/SUV3 [EC:3.6.4.13]NP_594629.1//mitochondrial ATP-dependent RNA helicase Rpm2 [Schizosaccharomyces pombe 972h-]ATP-dependent RNA helicase Rpm2 (rpm2), mRNA

NR_150429.1 NR_150429.1 2.54 3 76.25 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1540), miscRNA
NR_150834.1 NR_150834.1 0.86 2.36 21.68 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activityGO:0032259//methylationK21552 NP_592766.1//methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]non-coding RNA (predicted) (SPNCRNA.448), miscRNA
NR_150271.1 NR_150271.1 2.59 3.28 2.13 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1392), miscRNA
NR_151149.1 NR_151149.1 3.99 2.34 34.17 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.774), miscRNA
NR_151238.1 NR_151238.1 2.01 2.61 2.54 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.856), miscRNA
NR_150617.1 NR_150617.1 4.69 3.45 6.96 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.195), miscRNA
NR_149917.1 NR_149917.1 3.11 4.51 23.26 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1071), miscRNA
NR_151361.1 NR_151361.1 4.31 4.08 3.15 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.968), miscRNA

2540838 NM_001022233.21.93 1.65 1.13 SPBC609.01 GO:0005829//cytosol;GO:0000932//P-body;GO:0005737//cytoplasm;GO:0000178//exosome (RNase complex)GO:0003723//RNA binding;GO:0000175//3'-5'-exoribonuclease activityGO:0006401//RNA catabolic process;GO:0036450//polyuridylation-dependent decapping of nuclear-transcribed mRNA;GO:0000291//nuclear-transcribed mRNA catabolic process, exonucleolytic;GO:0006364//rRNA processingK18748 NP_596311.1//ribonuclease II (RNB) family [Schizosaccharomyces pombe 972h-]ribonuclease II family protein (SPBC609.01), mRNA
2540186 NM_001022177.23.51 4.4 19.81 cwf24 GO:0005684//U2-type spliceosomal complex;GO:0005634//nucleusGO:0046872//metal ion binding;GO:0061630//ubiquitin protein ligase activity;GO:0003677//DNA binding;GO:0008270//zinc ion binding;GO:0008080//N-acetyltransferase activityGO:0034247//snoRNA splicing;GO:0016074//snoRNA metabolic process;GO:0045292//mRNA cis splicing, via spliceosomeK20793//N-alpha-acetyltransferase 50 [EC:2.3.1.258];K13127//RING finger protein 113ANP_596257.1//zf-C3HC4 type (RING finger)/GCN5-related N acetyltransferase fusion protein [Schizosaccharomyces pombe 972h-]zf-C3HC4 domain-containing and GCN5-like protein cwf24 (cwf24), mRNA
2542595 NM_001020454.20.65 1.01 0.84 SPAC186.06 GO:0005634//nucleus;GO:0005829//cytosolGO:0016853//isomerase activity;GO:0003824//catalytic activityGO:0031048//chromatin silencing by small RNA;GO:0009058//biosynthetic process;GO:0030968//endoplasmic reticulum unfolded protein responseNA NP_595024.1//isomerase [Schizosaccharomyces pombe 972h-]isomerase (SPAC186.06), mRNA

NR_151091.1 NR_151091.1 3.24 2.2 3.84 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.720), miscRNA
2543615 NM_001019293.22.46 1.75 0.57 mug114 GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_593864.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug114 (mug114), mRNA

NR_151324.1 NR_151324.1 28.03 30.15 9.39 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.934), miscRNA
NR_151177.1 NR_151177.1 2.54 1.91 1.29 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.80), miscRNA
NR_149871.1 NR_149871.1 1.19 3.38 144.61 NA NA NA NA NA NA meiRNA sme2 (sme2), miscRNA
NR_150929.1 NR_150929.1 4.31 3 2.75 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0017111//nucleoside-triphosphatase activity;GO:0005525//GTP binding;GO:0016887//ATPase activityNA K06942//ribosome-binding ATPase;K19788//obg-like ATPase 1NP_593965.1//mitochondrial NTPase Ylf2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (prl56), miscRNA

2542954 NM_001019152.22.95 1.36 2.01 mug68 NA NA GO:0051321//meiotic cell cycleK20361 NP_593721.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug68 (mug68), partial mRNA
2543012 NM_001020289.21.39 2.61 1.71 mug95 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_594860.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug95 (mug95), mRNA

NR_150676.1 NR_150676.1 1.18 1.18 1.62 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.264), miscRNA
2542495 NM_001020451.23.85 3.12 8.69 SPAC186.02cGO:0005634//nucleus;GO:0005829//cytosolGO:0016616//oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;GO:0051287//NAD bindingNA K03778//D-lactate dehydrogenase [EC:1.1.1.28]NP_595020.1//hydroxyacid dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative hydroxyacid dehydrogenase (SPAC186.02c), mRNA

NR_151355.1 NR_151355.1 1.31 2.18 1.68 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.962), miscRNA
NR_151033.1 NR_151033.1 3.55 3.08 1.66 NA GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0000790//nuclear chromatinNA GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006351//transcription, DNA-templatedNA NP_593010.1//RSC complex subunit Rsc58 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.668), miscRNA

2543273 NM_001018927.11.95 1.17 1.45 bqt2 GO:0000784//nuclear chromosome, telomeric region;GO:0044732//mitotic spindle pole body;GO:0071687//horsetail nucleus leading edge;GO:0035974//meiotic spindle pole body;GO:0005737//cytoplasmGO:0030674//protein binding, bridgingGO:0045141//meiotic telomere clustering;GO:0051301//cell division;GO:0032121//meiotic attachment of telomeric heterochromatin to spindle pole bodyNA NP_593493.1//bouquet formation protein Bqt2 [Schizosaccharomyces pombe 972h-]bouquet formation protein Bqt2 (bqt2), partial mRNA
NR_150078.1 NR_150078.1 5.55 10.3 9.3 NA GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005730//nucleolus;GO:0031097//medial cortex;GO:0005829//cytosol;GO:0035974//meiotic spindle pole body;GO:0034973//Sid2-Mob1 complex;GO:0005628//prospore membraneGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0051220//cytoplasmic sequestering of protein;GO:0044878//mitotic cytokinesis checkpoint;GO:1902817//negative regulation of protein localization to microtubule;GO:0031031//positive regulation of septation initiation signaling;GO:1902846//positive regulation of mitotic spindle elongation;GO:0035556//intracellular signal transduction;GO:0032463//negative regulation of protein homooligomerization;GO:0140043//lipid droplet localization to prospore membrane leading edge;GO:0032120//ascospore-type prospore membrane assembly;GO:0018105//peptidyl-serine phosphorylation;GO:0031028//septation initiation signaling;GO:1902854//positive regulation of nuclear migration during mitotic telophase;GO:0061167//maintenance of endoplasmic reticulum location involved in endoplasmic reticulum polarization at cell division siteK06686;K06684NP_588283.1//meiosis specific protein kinase Mug27/Slk1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1217), miscRNA
NR_151014.1 NR_151014.1 3.82 4.06 11.04 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.650), miscRNA
NR_150380.1 NR_150380.1 1.71 2.43 1.37 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1493), miscRNA

2538694 NM_001023288.21.71 2.68 0.82 gst1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004364//glutathione transferase activity;GO:0016740//transferase activityGO:0006749//glutathione metabolic process;GO:1990748//cellular detoxificationK00799//glutathione S-transferase [EC:2.5.1.18]NP_588298.1//glutathione S-transferase Gst1 [Schizosaccharomyces pombe 972h-]glutathione S-transferase Gst1 (gst1), mRNA
2543138 NM_001020931.11.86 0 2.42 SPBC1348.06cGO:0005783//endoplasmic reticulum;GO:0005829//cytosolNA NA NA NP_596861.1//conserved fungal family [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1348.06c), partial mRNA

NR_150690.1 NR_150690.1 2.11 3.53 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.277), miscRNA
2541415 NM_001023884.11.86 0 2.42 SPBPB2B2.15GO:0005783//endoplasmic reticulum;GO:0005829//cytosolNA NA NA NP_596861.1//conserved fungal family [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBPB2B2.15), partial mRNA

NR_150856.1 NR_150856.1 2.72 10.55 57.31 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.472), miscRNA
NR_150416.1 NR_150416.1 0 0 10.49 NA NA GO:0003723//RNA binding;GO:0000175//3'-5'-exoribonuclease activity;GO:0003676//nucleic acid bindingGO:0070924//heterochromatin assembly involved in chromatin silencing by small RNA;GO:0043628//ncRNA 3'-end processingK01148//poly(A)-specific ribonuclease [EC:3.1.13.4]NP_596054.1//CAF1 family ribonuclease (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1528), miscRNA

2540963 NM_001021141.22.74 2.46 14.88 SPBC354.11cGO:0016021//integral component of membraneNA NA NA NP_595235.1//hypothetical protein SPBC354.11c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC354.11c), mRNA
2539134 NM_001355933.10.66 0.24 1.73 SPCC1450.09cGO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0009897//external side of plasma membrane;GO:0005737//cytoplasm;GO:0009277//fungal-type cell wall;GO:0005829//cytosol;GO:0005794//Golgi apparatus;GO:0005576//extracellular region;GO:0005886//plasma membrane;GO:0042597//periplasmic spaceGO:0004620//phospholipase activity;GO:0004622//lysophospholipase activityGO:0009395//phospholipid catabolic process;GO:0006650//glycerophospholipid metabolic process;GO:0046475//glycerophospholipid catabolic processK13333 NP_588308.2//phospholipase (predicted) [Schizosaccharomyces pombe 972h-]putative phospholipase (SPCC1450.09c), mRNA
5802705 NM_001355888.1 1.1 2.13 1.86 SPCC16C4.21NA NA NA NA XP_001713163.1//hypothetical protein SPCC16C4.21 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC16C4.21), partial mRNA

NR_151108.1 NR_151108.1 1.61 1.78 16.43 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.736), miscRNA
NR_150990.1 NR_150990.1 0 0.45 0.99 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.627), miscRNA
NR_150258.1 NR_150258.1 1.48 1.85 0.37 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1380), miscRNA

2541283 NM_001022430.26.59 0 0 SPBP8B7.02 GO:0005826//actomyosin contractile ringNA GO:0000281//mitotic cytokinesis;GO:2000574//regulation of microtubule motor activityNA NP_596509.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBP8B7.02), mRNA
NR_149912.1 NR_149912.1 2.55 2.78 0.71 NA GO:0005634//nucleusGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000987//proximal promoter sequence-specific DNA binding;GO:0046983//protein dimerization activityGO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0036003//positive regulation of transcription from RNA polymerase II promoter in response to stress;GO:0007532//regulation of mating-type specific transcription, DNA-templated;GO:0010514//induction of conjugation with cellular fusionK12412 AAA99295.1//plus-specific mating type auxilary protein [Schizosaccharomyces pombe]antisense RNA (predicted) (SPNCRNA.1067), miscRNA
NR_150801.1 NR_150801.1 2.11 2.12 3.1 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.405), miscRNA

2541411 NM_001023881.24.38 8.52 22.68 gal10 GO:0005634//nucleus;GO:0005829//cytosolGO:0030246//carbohydrate binding;GO:0004034//aldose 1-epimerase activity;GO:0003978//UDP-glucose 4-epimerase activityGO:0042125//protein galactosylation;GO:0006012//galactose metabolic processK01784//UDP-glucose 4-epimerase [EC:5.1.3.2];K01785//aldose 1-epimerase [EC:5.1.3.3]NP_596858.1//UDP-glucose 4-epimerase/aldose 1-epimerase Gal10 [Schizosaccharomyces pombe 972h-]UDP-glucose 4-epimerase/aldose 1-epimerase Gal10 (gal10), mRNA
NR_150606.1 NR_150606.1 0.51 1.15 7.99 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.184), miscRNA
NR_150241.1 NR_150241.1 1.51 1.23 6.58 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1365), miscRNA

2540448 NM_001022583.22.05 2.98 5.03 SPBC3B9.04 GO:0005743//mitochondrial inner membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activity;GO:0008168//methyltransferase activityGO:0032259//methylationK17803 NP_596661.1//mitochondrial methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative methyltransferase (SPBC3B9.04), mRNA
NR_150962.1 NR_150962.1 0.38 1.47 2.43 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.601), miscRNA

2543383 NM_001020442.22.23 3.65 5.38 pcm2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004719//protein-L-isoaspartate (D-aspartate) O-methyltransferase activityGO:0030091//protein repairK00573//protein-L-isoaspartate(D-aspartate) O-methyltransferase [EC:2.1.1.77]NP_595011.1//protein-L-isoaspartate O-methyltransferase Pcm2 (predicted) [Schizosaccharomyces pombe 972h-]putative protein-L-isoaspartate O-methyltransferase Pcm2 (pcm2), mRNA
NR_151132.1 NR_151132.1 1.45 1.4 0.62 NA GO:0005634//nucleusGO:0008419//RNA lariat debranching enzyme activityGO:0006401//RNA catabolic process;GO:0007124//pseudohyphal growth;GO:0031070//intronic snoRNA processing;GO:0032197//transposition, RNA-mediated;GO:0016074//snoRNA metabolic process;GO:0045292//mRNA cis splicing, via spliceosomeK18328//lariat debranching enzyme [EC:3.1.-.-]NP_593470.2//RNA lariat debranching enzyme Dbr1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.759), miscRNA

2541687 NM_001019921.2 1.7 2.2 0 SPAC1F7.06 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016829//lyase activity;GO:0003824//catalytic activity;GO:0019172//glyoxalase III activityGO:1990748//cellular detoxificationK22211 NP_594492.1//ThiJ domain protein [Schizosaccharomyces pombe 972h-]ThiJ domain protein (SPAC1F7.06), mRNA
NR_149831.1 NR_149831.1 0.58 1.93 23.4 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl4), miscRNA

2539127 NM_001023352.2 3.7 4.62 2.4 set7 GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0008168//methyltransferase activity;GO:0018024//histone-lysine N-methyltransferase activityGO:0034968//histone lysine methylationK07117//uncharacterized protein;K15442//tRNA-specific adenosine deaminase 3NP_588361.1//histone lysine methyltransferase Set7 (predicted) [Schizosaccharomyces pombe 972h-]putative histone lysine methyltransferase Set7 (set7), mRNA
NR_150563.1 NR_150563.1 1.63 1.73 6.02 NA GO:0005829//cytosolGO:0005524//ATP binding;GO:0016887//ATPase activityGO:0042273//ribosomal large subunit biogenesisK14575//AAA family ATPaseNP_596710.1//ribosome biogenesis factor recycling AAA family ATPase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1667), miscRNA
NR_149900.1 NR_149900.1 2.88 2.51 6.87 NA GO:0016021//integral component of membraneNA NA NA NP_594890.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1056), miscRNA
NR_151062.1 NR_151062.1 1.23 0.64 7.69 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0031011//Ino80 complexGO:0003677//DNA bindingGO:0000722//telomere maintenance via recombination;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0060303//regulation of nucleosome density;GO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0043044//ATP-dependent chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0006974//cellular response to DNA damage stimulusNA NP_593104.1//Ino80 complex subunit Ies4 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.694), miscRNA
NR_150048.1 NR_150048.1 4.28 5.63 39.65 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1190), miscRNA

2542324 NM_001019640.20.93 0.64 0.85 mde1 GO:0005576//extracellular regionNA NA NA NP_594217.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mde1 (mde1), mRNA
NR_150216.1 NR_150216.1 1.32 1.82 11.74 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1342), miscRNA
NR_151179.1 NR_151179.1 3.34 3.26 24.22 NA GO:0010008//endosome membrane;GO:0005768//endosome;GO:0005771//multivesicular bodyNA GO:0032511//late endosome to vacuole transport via multivesicular body sorting pathway;GO:0006869//lipid transport;GO:0015031//protein transportK01183//chitinase [EC:3.2.1.14]NP_593652.2//hypothetical protein SPAC13F5.04c [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.801), miscRNA
NR_150550.1 NR_150550.1 0.74 1.16 1.01 NA GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activityGO:0006360//transcription from RNA polymerase I promoter;GO:0006351//transcription, DNA-templatedK03004//DNA-directed RNA polymerase I subunit RPA43NP_596665.1//DNA-directed RNA polymerase I complex subunit Rpa43 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1655), miscRNA
NR_150992.1 NR_150992.1 1.58 1.97 6.23 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005758//mitochondrial intermembrane space;GO:0005622//intracellularGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0004550//nucleoside diphosphate kinase activityGO:0006228//UTP biosynthetic process;GO:0006241//CTP biosynthetic process;GO:0061508//CDP phosphorylation;GO:0006974//cellular response to DNA damage stimulus;GO:0009142//nucleoside triphosphate biosynthetic process;GO:0006183//GTP biosynthetic processK00940//nucleoside-diphosphate kinase [EC:2.7.4.6]NP_592857.1//nucleoside diphosphate kinase Ndk1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.629), miscRNA

2540427 NM_001022136.13.63 0.8 0 SPBC2A9.13 NA NA NA NA NP_596217.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC2A9.13), partial mRNA
2543489 NM_001019404.10.94 0.63 0.95 SPAC513.04 GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneNA NA NA NP_593978.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC513.04), partial mRNA
2539709 NM_001021820.31.85 1.55 1.44 SPBC14C8.09cGO:0035861//site of double-strand breakNA NA NA NP_595912.3//hypothetical protein SPBC14C8.09c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC14C8.09c), partial mRNA

NR_150825.1 NR_150825.1 1.54 0.73 2.78 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.437), miscRNA
NR_150465.1 NR_150465.1 1.55 2.82 3.03 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003824//catalytic activity;GO:0030170//pyridoxal phosphate binding;GO:0003962//cystathionine gamma-synthase activityGO:0019281//L-methionine biosynthetic process from homoserine via O-succinyl-L-homoserine and cystathionine;GO:0019346//transsulfuration;GO:0006534//cysteine metabolic process;GO:0009086//methionine biosynthetic processK01739//cystathionine gamma-synthase [EC:2.5.1.48]NP_596249.1//cystathionine gamma-synthase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1574), miscRNA
NR_150589.1 NR_150589.1 1.8 1.62 2.05 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1691), miscRNA

3361466 NM_001019595.21.39 1.64 5.11 sen15 GO:0000214//tRNA-intron endonuclease complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005741//mitochondrial outer membraneGO:0000213//tRNA-intron endonuclease activityGO:0006388//tRNA splicing, via endonucleolytic cleavage and ligation;GO:0000379//tRNA-type intron splice site recognition and cleavageK10967//alpha 1,2-mannosyltransferase [EC:2.4.1.-];K15325//tRNA-splicing endonuclease subunit Sen15, fungi typeNP_001018260.1//tRNA-splicing endonuclease subunit Sen15 (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA-splicing endonuclease subunit Sen15 (sen15), mRNA
NR_150126.1 NR_150126.1 1.32 1.69 21.16 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1260), miscRNA
NR_150857.1 NR_150857.1 0.93 0.93 5.64 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.473), miscRNA

14217845 NM_001355825.11.45 0.77 5.97 SPBC13G1.16NA NA NA NA XP_004001731.1//hypothetical protein SPBC13G1.16 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC13G1.16), mRNA
NR_150288.1 NR_150288.1 1.2 0.6 3.23 NA GO:0005740//mitochondrial envelope;GO:0005829//cytosol;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0016301//kinase activity;GO:0004156//dihydropteroate synthase activity;GO:0004150//dihydroneopterin aldolase activity;GO:0102083//7,8-dihydromonapterin aldolase activity;GO:0003848//2-amino-4-hydroxy-6-hydroxymethyldihydropteridine diphosphokinase activityGO:0046654//tetrahydrofolate biosynthetic process;GO:0046656//folic acid biosynthetic process;GO:0009396//folic acid-containing compound biosynthetic processK13939 NP_595420.2//folic acid synthesis protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1408), miscRNA

2539706 NM_001023782.21.71 1.36 6.26 ptf2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0036410//Mst2 histone acetyltransferase complexNA GO:0016573//histone acetylation;GO:0006974//cellular response to DNA damage stimulusNA NP_596762.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein ptf2 (ptf2), mRNA
2543345 NM_001018176.1 0.8 5.38 10.42 SPAC977.03 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activityGO:0032259//methylationNA NP_592776.1//methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative methyltransferase (SPAC977.03), partial mRNA
2541692 NM_001019994.12.25 1.46 13.69 SPAC29E6.07GO:0005739//mitochondrionNA NA NA NP_594565.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC29E6.07), partial mRNA
2540750 NM_001022087.22.32 1.55 2.68 SPBC19C7.11GO:0010008//endosome membrane;GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0034707//chloride channel complex;GO:0000139//Golgi membrane;GO:0005774//vacuolar membrane;GO:0005768//endosome;GO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0005247//voltage-gated chloride channel activityGO:0006879//cellular iron ion homeostasis;GO:0006878//cellular copper ion homeostasis;GO:1902476//chloride transmembrane transportK05012//chloride channel 3/4/5NP_596167.2//ClC chloride channel (predicted) [Schizosaccharomyces pombe 972h-]putative ClC chloride channel (SPBC19C7.11), mRNA

NR_150293.1 NR_150293.1 2.37 3.33 1.79 NA GO:0005811//lipid droplet;GO:0016021//integral component of membrane;GO:0005741//mitochondrial outer membrane;GO:0005789//endoplasmic reticulum membraneGO:0000253//3-keto sterol reductase activityGO:0006696//ergosterol biosynthetic processK09827 NP_595440.1//3-keto sterol reductase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1412), miscRNA
2540118 NM_001021699.21.95 2.81 12.93 rem1 GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosolGO:0016538//cyclin-dependent protein serine/threonine kinase regulator activityGO:0006279//premeiotic DNA replication;GO:0007131//reciprocal meiotic recombination;GO:0051301//cell division;GO:0051445//regulation of meiotic cell cycleK15105//solute carrier family 25 (mitochondrial aspartate/glutamate transporter), member 12/13;K06659NP_595798.1//meiosis-specific cyclin Rem1 [Schizosaccharomyces pombe 972h-]meiosis-specific cyclin Rem1 (rem1), partial mRNA
2538795 NM_001355854.12.41 1.76 1.38 SPCC1884.01NA NA NA NA XP_004001736.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1884.01), partial mRNA

NR_150966.1 NR_150966.1 2.96 3.23 1.76 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0016810//hydrolase activity, acting on carbon-nitrogen (but not peptide) bondsNA K01487//guanine deaminase [EC:3.5.4.3]NP_592793.1//hydrolase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.605), miscRNA
2543231 NM_001020210.20.46 0.35 2.46 SPAPB8E5.08GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_594782.1//hypothetical protein SPAPB8E5.08 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB8E5.08), partial mRNA
2542866 NM_001020004.21.14 0.69 1.45 SPAC9E9.17cNA NA NA NA NP_594575.2//hypothetical protein SPAC9E9.17c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC9E9.17c), partial mRNA

NR_150365.1 NR_150365.1 2.67 2.81 9.5 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1479), miscRNA
NR_150763.1 NR_150763.1 1.89 1.12 5.21 NA NA NA NA NA NA non-coding RNA, centromeric (predicted) (SPNCRNA.366), miscRNA

3361533 NM_001018551.1 1.9 1.84 7.21 meu13 GO:0005634//nucleus;GO:0005829//cytosol;GO:0071686//horsetail nucleus;GO:0000790//nuclear chromatinNA GO:0007129//synapsis;GO:0007131//reciprocal meiotic recombinationK06695//26S proteasome regulatory subunit, ATPase 3, interacting proteinNP_001018191.1//homologous-pairing protein 2 [Schizosaccharomyces pombe 972h-]homologous-pairing protein 2 (meu13), partial mRNA
NR_149863.1 NR_149863.1 0.94 1.65 3.46 NA GO:0005829//cytosolGO:0101005//ubiquitinyl hydrolase activity;GO:0008233//peptidase activityGO:0051321//meiotic cell cycle;GO:0016579//protein deubiquitinationK17804//mitochondrial import inner membrane translocase subunit TIM44NP_594707.2//PPPDE peptidase family (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1022), miscRNA
NR_151374.1 NR_151374.1 3.46 2.77 4.67 NA GO:0000329//fungal-type vacuole membrane;GO:0005783//endoplasmic reticulum;GO:0005794//Golgi apparatus;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0000140//acylglycerone-phosphate reductase activity;GO:0102566//1-acyl dihydroxyacetone phosphate reductase activity;GO:0016491//oxidoreductase activityGO:0006654//phosphatidic acid biosynthetic processK06123 NP_594548.1//1-acyldihydroxyacetone phosphate reductase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.980), miscRNA

14217547 NM_001355911.10.89 2.53 48.15 SPBPB21E7.11NA NA NA NA XP_004001696.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBPB21E7.11), mRNA
NR_151343.1 NR_151343.1 1.03 1.15 5.16 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.951), miscRNA
NR_149852.1 NR_149852.1 1.18 1.61 5.05 NA GO:0005634//nucleus;GO:0005794//Golgi apparatus;GO:0030665//clathrin-coated vesicle membrane;GO:0030123//AP-3 adaptor complexNA GO:0006886//intracellular protein transport;GO:0006896//Golgi to vacuole transport;GO:0016192//vesicle-mediated transportK12396//AP-3 complex subunit deltaNP_594667.2//AP-3 adaptor complex subunit Apl5 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1012), miscRNA
NR_150939.1 NR_150939.1 8.06 9.78 3.72 NA GO:0005768//endosome;GO:0005634//nucleus;GO:0005829//cytosolNA GO:0032456//endocytic recycling;GO:0008033//tRNA processingNA NP_595473.1//WD repeat-containing protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.569), miscRNA
NR_151126.1 NR_151126.1 1.2 0.84 5 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.753), miscRNA
NR_149845.1 NR_149845.1 3.64 2.79 0.88 NA GO:1990574//meiotic spindle astral microtubule;GO:0030286//dynein complex;GO:0005868//cytoplasmic dynein complex;GO:0016021//integral component of membrane;GO:0035974//meiotic spindle pole body;GO:0030981//cortical microtubule cytoskeletonGO:0051959//dynein light intermediate chain binding;GO:0045505//dynein intermediate chain binding;GO:0005524//ATP binding;GO:0003777//microtubule motor activity;GO:0045503//dynein light chain binding;GO:0008569//ATP-dependent microtubule motor activity, minus-end-directed;GO:0016887//ATPase activityGO:0007129//synapsis;GO:0007018//microtubule-based movement;GO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:1990758//mitotic sister chromatid biorientation;GO:0000742//karyogamy involved in conjugation with cellular fusionK10413//dynein heavy chain 1, cytosolicXP_001713108.1//dynein heavy chain Dhc1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1006), miscRNA
NR_150209.1 NR_150209.1 2.88 3.76 6.27 NA GO:0005634//nucleus;GO:0005829//cytosolNA GO:0032446//protein modification by small protein conjugationNA NP_595114.1//ubiquitin-like protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1335), miscRNA
NR_151070.1 NR_151070.1 0.72 0.83 1.18 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0003873//6-phosphofructo-2-kinase activityGO:0006003//fructose 2,6-bisphosphate metabolic process;GO:0006000//fructose metabolic processK00900 NP_593152.1//6-phosphofructo-2-kinase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.701), miscRNA
NR_151006.1 NR_151006.1 1.21 1.09 0.65 NA GO:0005829//cytosolNA GO:0051321//meiotic cell cycleNA NP_592904.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.642), miscRNA
NR_150874.1 NR_150874.1 1.54 0.82 1.06 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.495), miscRNA
NR_149873.1 NR_149873.1 3.94 1.96 18.12 NA GO:0030479//actin cortical patch;GO:0031097//medial cortex;GO:0043332//mating projection tipGO:0003779//actin bindingGO:1903475//mitotic actomyosin contractile ring assembly;GO:0071963//establishment or maintenance of cell polarity regulating cell shape;GO:0000147//actin cortical patch assembly;GO:0044397//actin cortical patch internalization;GO:0045010//actin nucleation;GO:1902404//mitotic actomyosin contractile ring contraction;GO:0006897//endocytosis;GO:2000601//positive regulation of Arp2/3 complex-mediated actin nucleation;GO:0030838//positive regulation of actin filament polymerization;GO:0030041//actin filament polymerizationK05747//Wiskott-Aldrich syndrome proteinNP_594758.1//actin assembly factor [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1031), miscRNA
NR_149984.1 NR_149984.1 0.93 1.12 4.03 NA GO:0072686//mitotic spindle;GO:0000922//spindle pole;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0015630//microtubule cytoskeleton;GO:0005881//cytoplasmic microtubule;GO:0099070//static microtubule bundle;GO:0005737//cytoplasm;GO:0000775//chromosome, centromeric region;GO:0000778//condensed nuclear chromosome kinetochoreGO:0051010//microtubule plus-end binding;GO:0061863//microtubule plus end polymerase;GO:0008017//microtubule bindingGO:0007051//spindle organization;GO:0051315//attachment of mitotic spindle microtubules to kinetochore;GO:0030951//establishment or maintenance of microtubule cytoskeleton polarity;GO:0046785//microtubule polymerization;GO:0070462//plus-end specific microtubule depolymerizationK16803//cytoskeleton-associated protein 5NP_587785.1//microtubule-associated protein Dis1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1132), miscRNA
NR_150154.1 NR_150154.1 1.16 0.86 1.89 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0016491//oxidoreductase activityNA K15441//tRNA-specific adenosine deaminase 2 [EC:3.5.4.-]NP_588526.2//iron/ascorbate oxidoreductase family [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1286), miscRNA
NR_151205.1 NR_151205.1 1.01 0.36 1.92 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.825), miscRNA
NR_149890.1 NR_149890.1 1.38 0.78 1.94 NA GO:0005779//integral component of peroxisomal membrane;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005778//peroxisomal membraneNA GO:0007031//peroxisome organization;GO:0045046//protein import into peroxisome membrane;GO:0006625//protein targeting to peroxisomeK13336//peroxin-3NP_594868.2//peroxin-3 peroxisome import protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1047), miscRNA
NR_150859.1 NR_150859.1 2 2 10.68 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.477), miscRNA

2540808 NM_001022415.21.34 1.27 0.48 SPBC418.02 GO:0031415//NatA complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0043234//protein complex;GO:0005737//cytoplasmGO:0010698//acetyltransferase activator activity;GO:0016740//transferase activityGO:0017196//N-terminal peptidyl-methionine acetylation;GO:0051604//protein maturation;GO:0006473//protein acetylation;GO:1902391//positive regulation of N-terminal peptidyl-serine acetylationK20792//N-alpha-acetyltransferase 15/16, NatA auxiliary subunitNP_596495.1//NatA N-acetyltransferase complex subunit (predicted) [Schizosaccharomyces pombe 972h-]putative NatA N-acetyltransferase complex subunit (SPBC418.02), partial mRNA
NR_149848.1 NR_149848.1 2.11 3.39 6.85 NA GO:0005730//nucleolusNA NA NA NP_594662.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1009), miscRNA
NR_150898.1 NR_150898.1 0.32 0.4 0.64 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.520), miscRNA
NR_150441.1 NR_150441.1 2.78 2.66 15.09 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1551), miscRNA
NR_149936.1 NR_149936.1 1.51 1.76 8.2 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1089), miscRNA
NR_150775.1 NR_150775.1 0.27 0 0.93 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.379), miscRNA
NR_151383.1 NR_151383.1 2.23 2.1 7.96 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.989), miscRNA
NR_151139.1 NR_151139.1 2.68 2.31 17.21 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.765), miscRNA

2543243 NM_001020443.21.78 3.41 1.41 mel1 GO:0005788//endoplasmic reticulum lumen;GO:0005783//endoplasmic reticulum;GO:0005576//extracellular region;GO:0005737//cytoplasmGO:0052692//raffinose alpha-galactosidase activity;GO:0004557//alpha-galactosidase activityGO:0046477//glycosylceramide catabolic process;GO:0016139//glycoside catabolic process;GO:0009311//oligosaccharide metabolic process;GO:0005995//melibiose catabolic process;GO:0005975//carbohydrate metabolic processK07407//alpha-galactosidase [EC:3.2.1.22]NP_595012.1//alpha-galactosidase, melibiase [Schizosaccharomyces pombe 972h-]melibiase (mel1), mRNA
3361180 NM_001020940.21.89 1.3 0.47 grt1 GO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0004040//amidase activity;GO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0017064//fatty acid amide hydrolase activity;GO:0008270//zinc ion bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0009062//fatty acid catabolic process;GO:0061414//positive regulation of transcription from RNA polymerase II promoter by a nonfermentable carbon sourceK01426//amidase [EC:3.5.1.4]NP_001018765.1//transcription factor Grt1 (predicted) [Schizosaccharomyces pombe 972h-]putative transcription factor Grt1 (grt1), mRNA

14217332 NM_001355863.16.66 7.23 7.9 SPCC1235.17GO:0016021//integral component of membraneNA NA K14564//nucleolar protein 56;K11135//Pin2-interacting protein X1XP_004001740.1//hypothetical protein SPCC1235.18 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC1235.17), mRNA
NR_150721.1 NR_150721.1 0.47 1.55 7.49 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.311), miscRNA
NR_150384.1 NR_150384.1 1.8 2.43 1.33 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1497), miscRNA
NR_151303.1 NR_151303.1 1.71 1.52 8.7 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.915), miscRNA

2541886 NM_001020933.20.65 0.49 1.25 SPBC1348.08cGO:0005783//endoplasmic reticulum;GO:0070263//external side of fungal-type cell wall;GO:0010339//external side of cell wallGO:0050839//cell adhesion molecule bindingGO:0098609//cell-cell adhesion;GO:0007155//cell adhesion;GO:0043689//cell-cell adhesion involved in flocculationK19851 NP_592770.1//cell surface glycoprotein (predicted) [Schizosaccharomyces pombe 972h-]putative glycoprotein (SPBC1348.08c), partial mRNA
2538871 NM_001023063.21.46 2.05 16.99 meu27 GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005654//nucleoplasm;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0016301//kinase activityGO:0007095//mitotic G2 DNA damage checkpoint;GO:1990260//negative regulation of transcription from RNA polymerase II promoter by transcription factor localization involved in response to DNA damage checkpoint signaling;GO:0048478//replication fork protection;GO:1902402//signal transduction involved in mitotic DNA damage checkpoint;GO:0010972//negative regulation of G2/M transition of mitotic cell cycle;GO:0033314//mitotic DNA replication checkpoint;GO:0018107//peptidyl-threonine phosphorylation;GO:0018105//peptidyl-serine phosphorylation;GO:0051321//meiotic cell cycleK02216//serine/threonine-protein kinase Chk1 [EC:2.7.11.1]NP_588071.1//hypothetical protein SPCC1259.14c [Schizosaccharomyces pombe 972h-]uncharacterized protein SPCC1259.14c (meu27), partial mRNA

NR_150415.1 NR_150415.1 2.08 2.59 50.4 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1527), miscRNA
NR_150754.1 NR_150754.1 1.66 0 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.358), miscRNA
NR_149865.1 NR_149865.1 1.77 1.96 4.22 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1024), miscRNA

2539430 NM_001023279.2 0 0 0 SPCC417.12 GO:0005634//nucleus;GO:0005829//cytosolGO:0052689//carboxylic ester hydrolase activityNA K01049//acetylcholinesterase [EC:3.1.1.7];K20520//drebrin-like protein;K02332//DNA polymerase gamma 1 [EC:2.7.7.7]NP_588289.2//carboxylesterase-lipase family protein [Schizosaccharomyces pombe 972h-]carboxylesterase-lipase family protein (SPCC417.12), mRNA
NR_150959.1 NR_150959.1 0 0 0 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (meu20), miscRNA

2542944 NM_001020929.22.18 0.68 15.15 SPBC1348.04GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activityGO:0032259//methylationNA NP_592766.1//methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative methyltransferase (SPBC1348.04), partial mRNA
2539276 NM_001023169.2 2.4 2.2 0.99 SPCC622.07 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneNA NA NA NP_588179.1//hypothetical protein SPCC622.07 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC622.07), mRNA

NR_150179.1 NR_150179.1 5.93 3.52 2.22 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1308), miscRNA
NR_151237.1 NR_151237.1 1.67 1.42 4.31 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.855), miscRNA
NR_151137.1 NR_151137.1 1.74 0.43 0.4 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0003713//transcription coactivator activityGO:1900402//regulation of carbohydrate metabolic process by regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK00382//dihydrolipoamide dehydrogenase [EC:1.8.1.4]NP_593497.1//SGT1 family transcriptional regulator Sgt1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.763), miscRNA
NR_150666.1 NR_150666.1 2.94 2.38 4.8 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.253), miscRNA
NR_151117.1 NR_151117.1 0.08 0.16 1.66 NA GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolusNA GO:0006364//rRNA processing;GO:0030490//maturation of SSU-rRNAK14567//U3 small nucleolar RNA-associated protein 14NP_593375.1//U3 snoRNP protein Utp14 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.744), miscRNA
NR_150350.1 NR_150350.1 0.97 2.43 6.51 NA GO:0005840//ribosome;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0042254//ribosome biogenesis;GO:0000462//maturation of SSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006412//translation;GO:0002181//cytoplasmic translationK02960//small subunit ribosomal protein S16eNP_595738.1//40S ribosomal protein S16 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1465), miscRNA
NR_151401.1 NR_151401.1 0 0.12 2.75 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.11), rRNA
NR_150207.1 NR_150207.1 0.53 0 0.55 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1333), miscRNA
NR_151230.1 NR_151230.1 0.84 0 0 NA GO:0016021//integral component of membraneGO:0044212//transcription regulatory region DNA binding;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transport;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0009062//fatty acid catabolic processNA NP_593897.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.848), miscRNA
NR_150685.1 NR_150685.1 0.86 1.15 2.32 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.272), miscRNA
NR_150667.1 NR_150667.1 0.43 0.2 2.55 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.254), miscRNA
NR_150484.1 NR_150484.1 4.9 8.21 3.71 NA GO:0033100//NuA3 histone acetyltransferase complex;GO:0036410//Mst2 histone acetyltransferase complex;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0061659//ubiquitin-like protein ligase activity;GO:0008270//zinc ion binding;GO:0016740//transferase activityGO:0016573//histone acetylation;GO:0006974//cellular response to DNA damage stimulusK11380 NP_596378.1//histone acetyltransferase complex subunit Nto1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1591), miscRNA
NR_150286.1 NR_150286.1 1.17 0.62 7.14 NA GO:0005634//nucleus;GO:0005829//cytosolNA GO:0030846//termination of RNA polymerase II transcription, poly(A)-coupledK15559//regulator of Ty1 transposition protein 103NP_595404.1//RNA polymerase II transcription termination factor (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1406), miscRNA

2539360 NM_001022687.2 1.2 1.73 6.34 rng3 GO:0005634//nucleus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005844//polysome;GO:0005826//actomyosin contractile ringGO:0017022//myosin bindingGO:1903475//mitotic actomyosin contractile ring assembly;GO:0034613//cellular protein localization;GO:0000917//division septum assemblyK21991//protein unc-45NP_587692.1//UCS-domain protein Rng3 [Schizosaccharomyces pombe 972h-]UCS-domain protein Rng3 (rng3), mRNA
NR_150041.1 NR_150041.1 2.74 1.27 5.76 NA GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000014//single-stranded DNA endodeoxyribonuclease activityGO:0000729//DNA double-strand break processing;GO:0000736//double-strand break repair via single-strand annealing, removal of nonhomologous ends;GO:0031292//gene conversion at mating-type locus, DNA double-strand break processingNA NP_588130.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1184), miscRNA
NR_150523.1 NR_150523.1 1.9 0.94 2.11 NA GO:0005829//cytosolGO:0008902//hydroxymethylpyrimidine kinase activity;GO:0005524//ATP binding;GO:0008972//phosphomethylpyrimidine kinase activity;GO:0050334//thiaminase activityGO:0009228//thiamine biosynthetic process;GO:0009229//thiamine diphosphate biosynthetic processK00877 NP_596525.1//TENA/THI family protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1629), miscRNA

2538831 NM_001023289.22.23 2.43 8.28 SPCC191.10 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionNA NA NA NP_588299.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC191.10), mRNA
NR_150914.1 NR_150914.1 2.39 3.21 24.79 NA NA NA NA NA XP_004001719.1//hypothetical protein SPBC3E7.17 [Schizosaccharomyces pombe 972h-]non-coding RNA (predicted) (SPNCRNA.540), miscRNA
NR_151190.1 NR_151190.1 1.32 1.07 10.75 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.811), miscRNA
NR_151064.1 NR_151064.1 2.18 0.32 0 NA GO:0035371//microtubule plus-end;GO:0015630//microtubule cytoskeleton;GO:0005881//cytoplasmic microtubule;GO:0005737//cytoplasmGO:0008017//microtubule bindingGO:0051321//meiotic cell cycle;GO:0000910//cytokinesis;GO:0007019//microtubule depolymerizationNA NP_593128.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.696), miscRNA
NR_150187.1 NR_150187.1 1.24 0.73 3.56 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1315), miscRNA
NR_151160.1 NR_151160.1 0 0 0.59 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.784), miscRNA
NR_150569.1 NR_150569.1 0.34 0.51 1.72 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1673), miscRNA
NR_150628.1 NR_150628.1 0.83 0.69 1.81 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.209), miscRNA

2539820 NM_001021355.21.37 1.24 1.08 set10 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosolGO:0016279//protein-lysine N-methyltransferase activityGO:0018026//peptidyl-lysine monomethylation;GO:0042254//ribosome biogenesis;GO:0018023//peptidyl-lysine trimethylation;GO:0018027//peptidyl-lysine dimethylationK05302//N-lysine methyltransferase SETD6 [EC:2.1.1.-];K19199//histone-lysine N-methyltransferase SETD3 [EC:2.1.1.43];K12879//THO complex subunit 2NP_595446.1//ribosomal lysine methyltransferase Set10 [Schizosaccharomyces pombe 972h-]ribosomal lysine methyltransferase Set10 (set10), partial mRNA
2543178 NM_001019442.2 1.7 1.67 1 psd3 GO:0005795//Golgi stack;GO:0010008//endosome membrane;GO:0000329//fungal-type vacuole membrane;GO:0005829//cytosol;GO:0032153//cell division site;GO:0000139//Golgi membraneGO:0005509//calcium ion binding;GO:0004609//phosphatidylserine decarboxylase activity;GO:0005543//phospholipid bindingGO:0006646//phosphatidylethanolamine biosynthetic process;GO:0016540//protein autoprocessing;GO:0006656//phosphatidylcholine biosynthetic processK01613//phosphatidylserine decarboxylase [EC:4.1.1.65]NP_594016.2//phosphatidylserine decarboxylase Psd3 [Schizosaccharomyces pombe 972h-]phosphatidylserine decarboxylase Psd3 (psd3), mRNA

NR_149967.1 NR_149967.1 0.44 0.75 1.42 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0004003//ATP-dependent DNA helicase activityGO:0016569//covalent chromatin modification;GO:0070869//heterochromatin assembly involved in chromatin silencingK14439//SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily A containing DEAD/H box 1 [EC:3.6.4.12]NP_587731.1//fun thirty related protein Fft2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1117), miscRNA
NR_150781.1 NR_150781.1 0.23 0.39 2.66 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.385), miscRNA

2543065 NM_001018869.2 0.4 0 9.45 tit1 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0000049//tRNA binding;GO:0052381//tRNA dimethylallyltransferase activityGO:0006400//tRNA modification;GO:0061587//transfer RNA gene-mediated silencingK00791//tRNA dimethylallyltransferase [EC:2.5.1.75]NP_593436.1//tRNA isopentenyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA isopentenyltransferase (tit1), mRNA
NR_150182.1 NR_150182.1 0.99 0.81 0.91 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1310), miscRNA
NR_151385.1 NR_151385.1 2.65 2.16 13.75 NA GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0031934//mating-type region heterochromatin;GO:0000780//condensed nuclear chromosome, centromeric region;GO:0005737//cytoplasm;GO:0000790//nuclear chromatinGO:0019237//centromeric DNA binding;GO:0043565//sequence-specific DNA bindingGO:0007535//donor selection;GO:0000070//mitotic sister chromatid segregation;GO:1903212//protein localization to mating-type region heterochromatin;GO:0016570//histone modification;GO:0030702//chromatin silencing at centromereNA NP_594583.1//CENP-B protein 1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.990), miscRNA
NR_150658.1 NR_150658.1 1.28 1.21 2.43 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.243), miscRNA
NR_151068.1 NR_151068.1 0.25 0.25 0.43 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.70), miscRNA
NR_151296.1 NR_151296.1 1.29 2.05 2.45 NA GO:0005634//nucleus;GO:0000781//chromosome, telomeric region;GO:0005829//cytosol;GO:0043494//CLRC ubiquitin ligase complex;GO:0031618//nuclear pericentric heterochromatinGO:0031625//ubiquitin protein ligase bindingGO:0031048//chromatin silencing by small RNA;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0006283//transcription-coupled nucleotide-excision repair;GO:0006351//transcription, DNA-templated;GO:0051446//positive regulation of meiotic cell cycle;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0006348//chromatin silencing at telomere;GO:0030702//chromatin silencing at centromere;GO:0051570//regulation of histone H3-K9 methylation;GO:0000122//negative regulation of transcription from RNA polymerase II promoter;GO:0016569//covalent chromatin modification;GO:0034613//cellular protein localization;GO:0031507//heterochromatin assemblyK10609//cullin 4NP_594195.1//cullin 4 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.909), miscRNA
NR_151013.1 NR_151013.1 1.53 1.53 3.95 NA NA NA NA NA NA antisense RNA (predicted) (SPNCRNA.649), miscRNA
NR_149956.1 NR_149956.1 0.53 1.25 2.7 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1107), miscRNA
NR_150756.1 NR_150756.1 2.23 1.28 7.85 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl36), miscRNA
NR_150956.1 NR_150956.1 3.32 4.52 0.98 NA GO:0005829//cytosol;GO:0055087//Ski complex;GO:0005737//cytoplasm;GO:0042597//periplasmic spaceGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compoundsGO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decayK12600//superkiller protein 3NP_588487.1//Ski complex TPR repeat subunit Ski3 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.584), miscRNA
NR_150289.1 NR_150289.1 2.57 2.36 258.41 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1409), miscRNA
NR_150678.1 NR_150678.1 1.05 1.47 6.92 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.266), miscRNA
NR_150578.1 NR_150578.1 2.8 1.69 4.62 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1681), miscRNA
NR_150620.1 NR_150620.1 1.73 1.07 1.08 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.199), miscRNA
NR_149874.1 NR_149874.1 2.22 1.82 8.63 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1032), miscRNA
NR_150870.1 NR_150870.1 1.31 1.23 5.04 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.489), miscRNA

2539624 NM_001023862.3 1.8 2.06 3.13 cao2 GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0042764//ascospore-type prosporeGO:0052594//aminoacetone:oxygen oxidoreductase(deaminating) activity;GO:0008131//primary amine oxidase activity;GO:0005507//copper ion binding;GO:0048038//quinone binding;GO:0052596//phenethylamine:oxygen oxidoreductase (deaminating) activity;GO:0052595//aliphatic-amine oxidase activity;GO:0052593//tryptamine:oxygen oxidoreductase (deaminating) activityGO:0006878//cellular copper ion homeostasis;GO:1990748//cellular detoxification;GO:0009308//amine metabolic process;GO:0009310//amine catabolic processK00276//primary-amine oxidase [EC:1.4.3.21]NP_596841.2//copper amine oxidase-like protein Cao2 [Schizosaccharomyces pombe 972h-]Cu(2+) amine oxidase-like protein Cao2 (cao2), mRNA
NR_150531.1 NR_150531.1 0.56 0.94 1.15 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0047617//acyl-CoA hydrolase activityGO:0006631//fatty acid metabolic process;GO:0006637//acyl-CoA metabolic processK17362//acyl-coenzyme A thioesterase 13 [EC:3.1.2.-]NP_596564.1//acyl-CoA thioesterase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1636), miscRNA
NR_151331.1 NR_151331.1 0.7 0.7 2.25 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.940), miscRNA
NR_150585.1 NR_150585.1 0.69 0 36.03 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1688), miscRNA
NR_149952.1 NR_149952.1 1.38 1.26 4.9 NA GO:0005840//ribosome;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0006412//translation;GO:0002181//cytoplasmic translationK02940//large subunit ribosomal protein L9eNP_587694.1//60S ribosomal protein L9 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1103), miscRNA

2540450 NM_001022357.32.04 2.02 1.32 crs1 GO:0005634//nucleus;GO:0005829//cytosolNA GO:1901993//regulation of meiotic cell cycle phase transition;GO:0007059//chromosome segregation;GO:0051321//meiotic cell cycle;GO:0051301//cell divisionNA NP_596438.3//meiosis specific cyclin Crs1 [Schizosaccharomyces pombe 972h-]cyclin Crs1 (crs1), partial mRNA
NR_150170.1 NR_150170.1 3.65 9.58 1.9 NA NA NA NA NA NA non-coding RNA (predicted) (omt3), miscRNA
NR_150902.1 NR_150902.1 1.26 0.75 10.48 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.525), miscRNA

2543152 NM_001020447.22.33 2.3 2.61 SPAC869.03cGO:0005887//integral component of plasma membrane;GO:0005794//Golgi apparatus;GO:0005886//plasma membrane;GO:0005737//cytoplasm;GO:0000139//Golgi membraneGO:0015489//putrescine transmembrane transporter activity;GO:0015204//urea transmembrane transporter activity;GO:0015293//symporter activity;GO:0015606//spermidine transmembrane transporter activityGO:0015848//spermidine transport;GO:0071918//urea transmembrane transportK20989//urea-proton symporterNP_595016.1//urea transporter (predicted) [Schizosaccharomyces pombe 972h-]putative urea transporter (SPAC869.03c), partial mRNA
NR_150873.1 NR_150873.1 1.07 0.8 2.88 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.493), miscRNA
NR_151305.1 NR_151305.1 0.66 0.94 5.87 NA NA NA NA NA KOM24192.1//hypothetical protein XA68_7482 [Ophiocordyceps unilateralis]intergenic RNA (predicted) (SPNCRNA.917), miscRNA
NR_150200.1 NR_150200.1 2.05 1.73 33.13 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1327), miscRNA
NR_150410.1 NR_150410.1 2.72 2.38 1.65 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1522), miscRNA
NR_149957.1 NR_149957.1 0.34 0.2 3.43 NA GO:0005634//nucleus;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_587704.1//cell surface glycoprotein (predicted), DUF1773 family protein 3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1108), miscRNA
NR_150069.1 NR_150069.1 0.84 0.76 0.68 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0016787//hydrolase activity;GO:0004416//hydroxyacylglutathione hydrolase activityGO:1990748//cellular detoxification;GO:0019243//methylglyoxal catabolic process to D-lactate via S-lactoyl-glutathioneK01069//hydroxyacylglutathione hydrolase [EC:3.1.2.6]NP_588246.1//hydroxyacylglutathione hydrolase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1209), miscRNA
NR_151439.1 NR_151439.1 2.7 0.35 0 NA NA NA NA NA NA 8S ribosomal RNA (predicted) (SPRRNA.53), rRNA

2539892 NM_001022619.23.27 3.15 3.11 meu14 GO:0036286//eisosome filament;GO:0031965//nuclear membrane;GO:0070057//prospore membrane spindle pole body attachment site;GO:0035974//meiotic spindle pole body;GO:0070056//prospore membrane leading edge;GO:0005886//plasma membraneGO:0008289//lipid binding;GO:0005524//ATP binding;GO:0004812//aminoacyl-tRNA ligase activityGO:0006469//negative regulation of protein kinase activity;GO:0140043//lipid droplet localization to prospore membrane leading edge;GO:0006418//tRNA aminoacylation for protein translation;GO:0006897//endocytosis;GO:0070941//eisosome assembly;GO:0031322//ascospore-type prospore-specific spindle pole body remodelingK06126//ubiquinone biosynthesis monooxygenase Coq6 [EC:1.14.13.-];K12666//oligosaccharyltransferase complex subunit alpha (ribophorin I)NP_596695.1//sporulation protein Meu14 [Schizosaccharomyces pombe 972h-]sporulation protein Meu14 (meu14), partial mRNA
NR_151158.1 NR_151158.1 0.11 0.26 0.5 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.782), miscRNA
NR_150656.1 NR_150656.1 2.7 1.78 6.49 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.240), miscRNA
NR_150543.1 NR_150543.1 0.54 0.5 2.64 NA GO:0005634//nucleus;GO:0005730//nucleolusGO:0008408//3'-5' exonuclease activity;GO:0003676//nucleic acid bindingGO:0000027//ribosomal large subunit assembly;GO:0006364//rRNA processingK18327//RNA exonuclease 4 [EC:3.1.-.-]NP_596631.1//exoribonuclease Rex4 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1647), miscRNA
NR_150877.1 NR_150877.1 0.91 0.73 1.94 NA NA NA NA NA NA non-coding RNA poly(A)-bearing (predicted) (prl50), miscRNA
NR_150957.1 NR_150957.1 2.26 1.76 5.62 NA NA NA NA NA NP_588404.1//hypothetical protein SPCC4F11.05 [Schizosaccharomyces pombe 972h-]non-coding RNA (predicted) (SPNCRNA.585), miscRNA
NR_150103.1 NR_150103.1 0.53 0.53 3.49 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.124), miscRNA

3361375 NM_001355958.11.52 1.31 4.01 SPAC212.06cGO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005694//chromosome;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0009378//four-way junction helicase activity;GO:0008270//zinc ion binding;GO:0043140//ATP-dependent 3'-5' DNA helicase activity;GO:0003676//nucleic acid bindingGO:0000722//telomere maintenance via recombination;GO:0000724//double-strand break repair via homologous recombinationK10901//bloom syndrome protein [EC:3.6.4.12]XP_004001758.1//DNA helicase-like protein [Schizosaccharomyces pombe 972h-]DNA helicase-like protein (SPAC212.06c), mRNA
NR_150296.1 NR_150296.1 1.96 0.52 3.24 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1415), miscRNA
NR_149898.1 NR_149898.1 2.64 2.65 19.63 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1054), miscRNA

2541758 NM_001018190.2 8.9 12.22 8.12 ght3 GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005353//fructose transmembrane transporter activity;GO:0015128//gluconate transmembrane transporter activity;GO:0005355//glucose transmembrane transporter activity;GO:0005351//sugar:proton symporter activityGO:0098708//glucose import across plasma membrane;GO:0035429//gluconate transmembrane transport;GO:0035428//hexose transmembrane transport;GO:0046323//glucose import;GO:1990539//fructose import across plasma membraneK08139 NP_592790.1//hexose transporter Ght3 [Schizosaccharomyces pombe 972h-]hexose transporter Ght3 (ght3), mRNA
NR_150091.1 NR_150091.1 2.04 2.15 6.99 NA GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005737//cytoplasmGO:0003676//nucleic acid bindingGO:0042254//ribosome biogenesis;GO:0051321//meiotic cell cycleNA NP_588327.3//RNA-binding protein, G-patch type [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1229), miscRNA
NR_150278.1 NR_150278.1 0.48 0 5.73 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1399), miscRNA
NR_150813.1 NR_150813.1 1.94 0.37 0.56 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.421), miscRNA

2543258 NM_001018935.21.41 0.9 3.08 SPAC1002.20GO:0016021//integral component of membraneNA NA NA NP_593501.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1002.20), mRNA
NR_151363.1 NR_151363.1 1.11 1.82 2.58 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.970), miscRNA
NR_151128.1 NR_151128.1 0.46 0.61 1.24 NA GO:0048188//Set1C/COMPASS complex;GO:0005634//nucleus;GO:0005847//mRNA cleavage and polyadenylation specificity factor complex;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:1990567//DPS complexGO:0003682//chromatin bindingGO:1905213//negative regulation of mitotic chromosome condensation;GO:0080182//histone H3-K4 trimethylation;GO:0006379//mRNA cleavage;GO:0006378//mRNA polyadenylationK14962//COMPASS component SWD2NP_593443.1//WD repeat protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.755), miscRNA
NR_151381.1 NR_151381.1 2.35 1.71 14.12 NA NA NA NA NA NA antisense RNA (predicted) (SPNCRNA.987), miscRNA
NR_151096.1 NR_151096.1 1.79 1.16 0.85 NA GO:0034990//nuclear mitotic cohesin complex;GO:0005829//cytosol;GO:0000780//condensed nuclear chromosome, centromeric regionGO:0061776//topological DNA entrapment activity;GO:0005524//ATP binding;GO:0061775//cohesin ATPase activity;GO:0003690//double-stranded DNA bindingGO:0061780//mitotic cohesin loading;GO:0071960//maintenance of mitotic sister chromatid cohesion, centromericK06669//structural maintenance of chromosome 3 (chondroitin sulfate proteoglycan 6)XP_013016174.1//mitotic cohesin complex subunit Psm3 [Schizosaccharomyces octosporus yFS286]antisense RNA (predicted), possible alternative UTR (SPNCRNA.725), miscRNA
NR_150105.1 NR_150105.1 0.4 0 2.07 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1241), miscRNA
NR_150008.1 NR_150008.1 0.75 0.98 2.46 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1154), miscRNA

2543132 NM_001019587.16.04 2.01 4.94 SPAC8E11.06GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_594163.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC8E11.06), partial mRNA
NR_151316.1 NR_151316.1 0.23 0.47 1.39 NA GO:0032432//actin filament bundle;GO:0005826//actomyosin contractile ringGO:0003779//actin binding;GO:0051015//actin filament binding;GO:0003786//actin lateral binding;GO:0005509//calcium ion binding;GO:0030674//protein binding, bridgingGO:1902405//mitotic actomyosin contractile ring localization;GO:1903478//actin filament bundle convergence involved in mitotic contractile ring assembly;GO:0051017//actin filament bundle assembly;GO:0051764//actin crosslink formationK05765//cofilin;K17275//plastin-1NP_594295.1//alpha-actinin [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.927), miscRNA

2539046 NM_001355939.1 1.2 1.25 1.26 meu10 GO:0005783//endoplasmic reticulum;GO:0005576//extracellular region;GO:0005628//prospore membrane;GO:0005619//ascospore wallNA GO:0030476//ascospore wall assemblyNA NP_588357.1//GPI anchored cell surface protein involved in ascospore wall assembly Meu10 [Schizosaccharomyces pombe 972h-]GPI-anchored protein Meu10 (meu10), mRNA
NR_150613.1 NR_150613.1 1.65 1.91 4.89 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.190), miscRNA
NR_150592.1 NR_150592.1 6.49 1.96 2.84 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1694), miscRNA

2543033 NM_001019696.11.07 0.94 16.13 SPAC1142.09NA NA NA NA NP_594273.2//hypothetical protein SPAC1142.09 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1142.09), partial mRNA
NR_150180.1 NR_150180.1 1.11 2.62 1.58 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0008784//alanine racemase activity;GO:0030378//serine racemase activityGO:0006522//alanine metabolic process;GO:0030632//D-alanine biosynthetic processK01775 NP_595052.1//alanine racemase Alr2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1309), miscRNA
NR_150276.1 NR_150276.1 1.52 1.14 3.26 NA GO:0005938//cell cortex;GO:0005739//mitochondrion;GO:0030981//cortical microtubule cytoskeletonGO:0015631//tubulin binding;GO:0043495//protein membrane anchor;GO:0106006//microtubule cortical anchor activity;GO:0005543//phospholipid bindingGO:0051012//microtubule sliding;GO:0000226//microtubule cytoskeleton organization;GO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0007059//chromosome segregation;GO:0000001//mitochondrion inheritance;GO:0032065//cortical protein anchoring;GO:0034613//cellular protein localization;GO:0032118//horsetail-astral microtubule organization;GO:0000266//mitochondrial fissionK20361;K17978;K10696//E3 ubiquitin-protein ligase BRE1 [EC:2.3.2.27]NP_595354.1//cortical anchoring factor for dynein Mcp5/Num1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1397), miscRNA
NR_150464.1 NR_150464.1 0.22 0.66 2.9 NA GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0003824//catalytic activityNA K14640//solute carrier family 20 (sodium-dependent phosphate transporter)NP_596245.1//conserved CobW/HypB/UreG nucleotide binding domain protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1573), miscRNA
NR_150546.1 NR_150546.1 1.36 1.09 4.1 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1650), miscRNA

2539388 NM_001023006.2 1.9 1.44 1.08 cgi121 GO:0000408//EKC/KEOPS complex;GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005829//cytosolNA GO:0002949//tRNA threonylcarbamoyladenosine modification;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedK15901//EKC/KEOPS complex subunit CGI121/TPRKBNP_588015.1//EKC/KEOPS complex subunit Cgi121 (predicted) [Schizosaccharomyces pombe 972h-]putative EKC/KEOPS complex subunit Cgi121 (cgi121), partial mRNA
2543067 NM_001020404.21.74 2.92 31.68 SPAC3G6.07GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_594973.1//hypothetical protein SPAC3G6.07 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC3G6.07), mRNA
2541335 NM_001023871.2 0.5 3.45 413.69 SPBP4G3.03 GO:0005634//nucleus;GO:0000502//proteasome complex;GO:0005829//cytosolGO:0070628//proteasome binding;GO:0004866//endopeptidase inhibitor activityGO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0016569//covalent chromatin modificationNA NP_596848.1//hypothetical protein SPBP4G3.03 [Schizosaccharomyces pombe 972h-]PI31 proteasome regulator family protein (SPBP4G3.03), mRNA

NR_150758.1 NR_150758.1 1.78 1.74 3.16 NA GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0009378//four-way junction helicase activity;GO:0008270//zinc ion binding;GO:0043140//ATP-dependent 3'-5' DNA helicase activityGO:0000722//telomere maintenance via recombination;GO:0000724//double-strand break repair via homologous recombinationNA DAA05660.1//TPA_exp: sub-telomeric helicase RecQ [Schizosaccharomyces pombe]non-coding RNA, centromeric (predicted) (SPNCRNA.361), miscRNA
NR_150436.1 NR_150436.1 0 1.15 0.89 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1547), miscRNA

2542261 NM_001019388.22.26 1.62 22.21 mug153 GO:0005739//mitochondrionNA GO:0051321//meiotic cell cycleNA NP_593961.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug153 (mug153), mRNA
NR_150770.1 NR_150770.1 0.83 0.51 2.03 NA GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0009378//four-way junction helicase activity;GO:0008270//zinc ion binding;GO:0043140//ATP-dependent 3'-5' DNA helicase activityGO:0000722//telomere maintenance via recombination;GO:0000724//double-strand break repair via homologous recombinationNA DAA05660.1//TPA_exp: sub-telomeric helicase RecQ [Schizosaccharomyces pombe]non-coding RNA, centromeric (predicted) (SPNCRNA.372), miscRNA
NR_150533.1 NR_150533.1 0.68 0.26 2.35 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0000417//HIR complex;GO:0000790//nuclear chromatin;GO:0034507//chromosome, centromeric outer repeat regionGO:0031491//nucleosome binding;GO:0003714//transcription corepressor activityGO:0034728//nucleosome organization;GO:0030466//chromatin silencing at silent mating-type cassette;GO:0006351//transcription, DNA-templated;GO:0070868//heterochromatin organization involved in chromatin silencing;GO:0030702//chromatin silencing at centromere;GO:0000070//mitotic sister chromatid segregation;GO:0006325//chromatin organization;GO:1990141//chromatin silencing at centromere outer repeat region;GO:0016569//covalent chromatin modification;GO:0006336//DNA replication-independent nucleosome assembly;GO:0031935//regulation of chromatin silencingK11293//protein HIRA/HIR1NP_596575.1//hira protein, histone chaperone Hip1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1638), miscRNA
NR_151373.1 NR_151373.1 1.08 0.36 13.96 NA NA NA NA NA NA 7SL signal recognition particle component (srp7), miscRNA

2542892 NM_001019084.20.43 0.51 0.08 SPAC13F5.04cGO:0010008//endosome membrane;GO:0005768//endosome;GO:0005771//multivesicular bodyNA GO:0032511//late endosome to vacuole transport via multivesicular body sorting pathway;GO:0006869//lipid transport;GO:0015031//protein transportK12199//vacuolar protein sorting-associated protein VTA1NP_593652.2//hypothetical protein SPAC13F5.04c [Schizosaccharomyces pombe 972h-]putative Vts1 family protein (SPAC13F5.04c), mRNA
NR_150629.1 NR_150629.1 0.54 0.89 0.36 NA NA NA NA NA NA non-coding RNA (predicted) (prl21), miscRNA
NR_150991.1 NR_150991.1 2.25 2.79 1.08 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.628), miscRNA
NR_150982.1 NR_150982.1 0 0 0 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl62), miscRNA
NR_151392.1 NR_151392.1 0.45 0.33 0 NA GO:0051286//cell tip;GO:0043234//protein complex;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0006886//intracellular protein transport;GO:0006897//endocytosisK21845 NP_594622.1//cargo-transport protein Ypp1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.997), miscRNA

2541799 NM_001018215.21.15 1.99 7.01 SPAC5H10.02cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0019172//glyoxalase III activityGO:1990748//cellular detoxificationK22211 NP_592815.1//ThiJ domain protein [Schizosaccharomyces pombe 972h-]ThiJ domain protein (SPAC5H10.02c), mRNA
2543134 NM_001356056.10.86 0.81 2.24 mpf1 GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0003729//mRNA bindingGO:0051321//meiotic cell cycle;GO:0000288//nuclear-transcribed mRNA catabolic process, deadenylation-dependent decayK17944 NP_593687.1//meiotic PUF family protein 1 (predicted) [Schizosaccharomyces pombe 972h-]putative meiotic PUF family protein 1 (mpf1), mRNA

NR_151341.1 NR_151341.1 1.87 0 5.89 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.95), miscRNA
NR_151087.1 NR_151087.1 0.42 0.6 5.08 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.717), miscRNA
NR_150348.1 NR_150348.1 1.38 0.8 2.31 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1463), miscRNA
NR_150019.1 NR_150019.1 1.24 0.91 0.84 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1164), miscRNA
NR_151071.1 NR_151071.1 1.23 0.72 5.26 NA GO:0016020//membrane;GO:0005634//nucleus;GO:0032151//mitotic septin complex;GO:0036391//medial cortex septin ring;GO:0005829//cytosolGO:0008289//lipid binding;GO:0005525//GTP bindingGO:0000281//mitotic cytokinesis;GO:0070583//spore membrane bending pathway;GO:0000921//septin ring assemblyK16938//septin 3/9/12NP_593159.1//septin Spn2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.702), miscRNA
NR_149855.1 NR_149855.1 1.04 0.92 18.26 NA GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022627//cytosolic small ribosomal subunitGO:0003735//structural constituent of ribosome;GO:0019843//rRNA bindingGO:0042254//ribosome biogenesis;GO:0006412//translation;GO:0002181//cytoplasmic translationK02949//small subunit ribosomal protein S11eNP_594003.1//40S ribosomal protein S11 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1015), miscRNA
NR_151394.1 NR_151394.1 1.6 3.1 17.06 NA GO:0005634//nucleus;GO:0008541//proteasome regulatory particle, lid subcomplex;GO:0005829//cytosol;GO:0008540//proteasome regulatory particle, base subcomplexGO:0036435//K48-linked polyubiquitin modification-dependent protein binding;GO:0043130//ubiquitin binding;GO:0005198//structural molecule activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0043248//proteasome assembly;GO:0006511//ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic processK03029//26S proteasome regulatory subunit N10NP_594628.1//19S proteasome regulatory subunit Rpn10 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.999), miscRNA
NR_150175.1 NR_150175.1 0.3 0.86 7.9 NA GO:0000324//fungal-type vacuole;GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0008171//O-methyltransferase activity;GO:0016206//catechol O-methyltransferase activity;GO:0102938//orcinol O-methyltransferase activity;GO:0102084//L-dopa O-methyltransferase activityGO:0006584//catecholamine metabolic processK00545//catechol O-methyltransferase [EC:2.1.1.6]NP_001018770.1//catechol O-methyltransferase 2 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1304), miscRNA
NR_151417.1 NR_151417.1 0.83 0.23 1.04 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.31), rRNA

2539482 NM_001023273.2 0 0 10.43 mug27 GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005730//nucleolus;GO:0031097//medial cortex;GO:0005829//cytosol;GO:0035974//meiotic spindle pole body;GO:0034973//Sid2-Mob1 complex;GO:0005628//prospore membraneGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP bindingGO:0051220//cytoplasmic sequestering of protein;GO:0044878//mitotic cytokinesis checkpoint;GO:1902817//negative regulation of protein localization to microtubule;GO:0031031//positive regulation of septation initiation signaling;GO:1902846//positive regulation of mitotic spindle elongation;GO:0035556//intracellular signal transduction;GO:0032463//negative regulation of protein homooligomerization;GO:0140043//lipid droplet localization to prospore membrane leading edge;GO:0032120//ascospore-type prospore membrane assembly;GO:0018105//peptidyl-serine phosphorylation;GO:0031028//septation initiation signaling;GO:1902854//positive regulation of nuclear migration during mitotic telophase;GO:0061167//maintenance of endoplasmic reticulum location involved in endoplasmic reticulum polarization at cell division siteK06686;K06684NP_588283.1//meiosis specific protein kinase Mug27/Slk1 [Schizosaccharomyces pombe 972h-]protein kinase Mug27/Slk1 (mug27), partial mRNA
NR_151118.1 NR_151118.1 0.8 1.53 2.21 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.745), miscRNA
NR_150462.1 NR_150462.1 1.04 1.09 1.62 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1571), miscRNA
NR_149892.1 NR_149892.1 0.39 0.8 9.58 NA GO:0005634//nucleus;GO:0005730//nucleolus;GO:0000500//RNA polymerase I upstream activating factor complexGO:0003677//DNA binding;GO:0000182//rDNA binding;GO:0001168//transcription factor activity, RNA polymerase I upstream control element sequence-specific bindingGO:0042790//transcription of nuclear large rRNA transcript from RNA polymerase I promoter;GO:0006360//transcription from RNA polymerase I promoterK15217 NP_594872.1//RNA polymerase I upstream activation factor complex subunit Rrn5 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1049), miscRNA
NR_150020.1 NR_150020.1 2.6 0.86 3.81 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1165), miscRNA
NR_150005.1 NR_150005.1 1.15 0.86 1.8 NA GO:0031965//nuclear membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0030435//sporulation resulting in formation of a cellular spore;GO:0051321//meiotic cell cycle;GO:0140053//mitochondrial gene expressionNA NP_587910.3//Sad1 interacting factor 2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1151), miscRNA

2541571 NM_001018711.2 1.6 0.98 1.63 SPAC1565.02cGO:0005794//Golgi apparatus;GO:0005737//cytoplasmGO:0005096//GTPase activator activityGO:0043087//regulation of GTPase activity;GO:0007165//signal transductionK18470//Rho GTPase-activating protein 1NP_593281.1//Rho-type GTPase activating protein (predicted) [Schizosaccharomyces pombe 972h-]putative Rho-type GTPase-activating protein (SPAC1565.02c), mRNA
NR_150435.1 NR_150435.1 0.14 0.6 1.24 NA GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0000127//transcription factor TFIIIC complexGO:0001002//RNA polymerase III type 1 promoter sequence-specific DNA binding;GO:0043035//chromatin insulator sequence binding;GO:0001003//RNA polymerase III type 2 promoter sequence-specific DNA binding;GO:0000995//transcription factor activity, core RNA polymerase III binding;GO:0001007//transcription factor activity, RNA polymerase III transcription factor bindingGO:0009304//tRNA transcription;GO:0042791//5S class rRNA transcription from RNA polymerase III type 1 promoter;GO:0006384//transcription initiation from RNA polymerase III promoterK15204 NP_596127.1//transcription factor TFIIIC complex B box binding subunit Sfc3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1546), miscRNA

2543146 NM_001020280.21.08 0.78 2.42 mcp3 GO:0005737//cytoplasm;GO:0000139//Golgi membraneGO:0008565//protein transporter activityGO:0006886//intracellular protein transport;GO:0048280//vesicle fusion with Golgi apparatus;GO:0051321//meiotic cell cycleK20361 NP_594851.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mcp3 (mcp3), mRNA
NR_149891.1 NR_149891.1 1.84 3.54 2.57 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1048), miscRNA
NR_150532.1 NR_150532.1 1.15 0.54 4.81 NA GO:0071007//U2-type catalytic step 2 spliceosome;GO:0005634//nucleus;GO:0071006//U2-type catalytic step 1 spliceosome;GO:0071012//catalytic step 1 spliceosome;GO:0000785//chromatin;GO:0000974//Prp19 complex;GO:0071013//catalytic step 2 spliceosome;GO:0071010//prespliceosome;GO:0071004//U2-type prespliceosome;GO:0071008//U2-type post-mRNA release spliceosomal complex;GO:0005681//spliceosomal complex;GO:0071014//post-mRNA release spliceosomal complex;GO:0071011//precatalytic spliceosomeGO:0003688//DNA replication origin binding;GO:0003682//chromatin bindingGO:0006396//RNA processing;GO:0000354//cis assembly of pre-catalytic spliceosome;GO:0006270//DNA replication initiation;GO:0000245//spliceosomal complex assembly;GO:0045292//mRNA cis splicing, via spliceosomeK12869//crooked neckNP_596573.1//complexed with Cdc5 protein Cwf4 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1637), miscRNA

2542053 NM_001019807.1 0 0 3.51 SPAC2F3.07cGO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmNA NA NA NP_594386.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC2F3.07c), partial mRNA
NR_149910.1 NR_149910.1 0.25 0.25 1.02 NA NA NA NA NA KGO67947.1//hypothetical protein PITC_029160 [Penicillium italicum]intergenic RNA (predicted) (SPNCRNA.1065), miscRNA
NR_150653.1 NR_150653.1 0.57 4 0.47 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.237), miscRNA
NR_150355.1 NR_150355.1 0 0.26 1.76 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.147), miscRNA
NR_150297.1 NR_150297.1 0.7 4.06 8.39 NA GO:0000941//condensed nuclear chromosome inner kinetochore;GO:0000922//spindle pole;GO:0005634//nucleus;GO:0031617//NMS complex;GO:0000779//condensed chromosome, centromeric region;GO:0000444//MIS12/MIND type complex;GO:0000818//nuclear MIS12/MIND complexNA GO:0051456//attachment of spindle microtubules to kinetochore involved in meiotic sister chromatid segregation;GO:0000070//mitotic sister chromatid segregation;GO:0051301//cell divisionK11560 NP_595459.1//kinetochore protein Mis13 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1416), miscRNA

14217585 NM_001356240.11.46 1.72 16.06 SPBC16E9.20GO:0016021//integral component of membraneNA NA NA XP_004001713.1//hypothetical protein SPBC16E9.20 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC16E9.20), mRNA
NR_150593.1 NR_150593.1 1.48 3.97 8.49 NA GO:0005634//nucleus;GO:0005829//cytosolNA GO:0006511//ubiquitin-dependent protein catabolic processNA NP_596848.1//hypothetical protein SPBP4G3.03 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1695), miscRNA
NR_150651.1 NR_150651.1 0.79 0.58 1.25 NA NA NA NA NA NA non-coding RNA, centromeric (predicted) (SPNCRNA.234), miscRNA
NR_151278.1 NR_151278.1 1.11 1.04 2.67 NA GO:0010494//cytoplasmic stress granule;GO:0005840//ribosome;GO:0005634//nucleus;GO:0005850//eukaryotic translation initiation factor 2 complex;GO:0043614//multi-eIF complex;GO:0005829//cytosol;GO:0005851//eukaryotic translation initiation factor 2B complex;GO:0033290//eukaryotic 48S preinitiation complexGO:0043022//ribosome binding;GO:0003743//translation initiation factor activityGO:0031571//mitotic G1 DNA damage checkpoint;GO:0002183//cytoplasmic translational initiation;GO:0001731//formation of translation preinitiation complex;GO:1990611//regulation of cytoplasmic translational initiation in response to stressK03237//translation initiation factor 2 subunit 1NP_594081.1//translation initiation factor eIF2 alpha subunit [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.892), miscRNA
NR_150814.1 NR_150814.1 0 0 5 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.423), miscRNA
NR_149902.1 NR_149902.1 2.84 1.88 1.04 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1058), miscRNA
NR_151395.1 NR_151395.1 0.91 0.75 1.75 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.03), rRNA

2542398 NM_001019343.20.71 0.7 0.16 trm13 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0008168//methyltransferase activity;GO:0008175//tRNA methyltransferase activity;GO:0106050//tRNA 2'-O-methyltransferase activityGO:0030488//tRNA methylation;GO:0008033//tRNA processingK15446//tRNA:m4X modification enzyme [EC:2.1.1.225]NP_593914.2//tRNA 2'-O-methyltransferase Trm13 (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA 2'-O-methyltransferase Trm13 (trm13), mRNA
NR_150986.1 NR_150986.1 0.74 0.51 1.58 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.623), miscRNA
NR_150526.1 NR_150526.1 0.11 1.07 2.67 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1631), miscRNA
NR_149940.1 NR_149940.1 0.29 0.91 0.51 NA GO:0005634//nucleus;GO:0005829//cytosolNA NA K06699//proteasome activator subunit 4NP_595010.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1093), miscRNA
NR_150577.1 NR_150577.1 0.76 1 3.08 NA GO:0005634//nucleus;GO:0000775//chromosome, centromeric regionGO:0032931//histone acetyltransferase activity (H3-K56 specific)GO:0097043//histone H3-K56 acetylation;GO:0006351//transcription, DNA-templated;GO:0043618//regulation of transcription from RNA polymerase II promoter in response to stress;GO:0006974//cellular response to DNA damage stimulus;GO:0030702//chromatin silencing at centromereK11309 NP_596749.1//RTT109 family histone lysine acetyltransferase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1680), miscRNA
NR_150769.1 NR_150769.1 0.47 0.9 0 NA NA NA NA NA DAA05660.1//TPA_exp: sub-telomeric helicase RecQ [Schizosaccharomyces pombe]non-coding RNA, centromeric (predicted) (SPNCRNA.371), miscRNA
NR_150697.1 NR_150697.1 0.11 0 0.68 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.283), miscRNA

2540350 NM_001022428.2 1 1.33 21.02 mbx2 GO:0005634//nucleus;GO:0005635//nuclear envelope;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0046983//protein dimerization activityGO:1900735//positive regulation of flocculation;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templatedK09265 NP_596507.1//MADS-box transcription factor Pvg4 (predicted) [Schizosaccharomyces pombe 972h-]putative MADS-box transcription factor Pvg4 (mbx2), mRNA
NR_150085.1 NR_150085.1 1.74 1.64 1.49 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionNA NA NA NP_588299.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1223), miscRNA
NR_150700.1 NR_150700.1 0.42 0 0.51 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.287), miscRNA
NR_150185.1 NR_150185.1 2.87 1.97 1.22 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1313), miscRNA
NR_150102.1 NR_150102.1 0.88 0.72 27.66 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1239), miscRNA

2543136 NM_001020932.20.72 1.21 5.08 SPBC1348.07GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_592769.1//hypothetical protein SPBC1348.07 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1348.07), mRNA
2540121 NM_001021203.20.65 0.4 0.55 rti1 GO:0035861//site of double-strand break;GO:0000228//nuclear chromosome;GO:0005634//nucleusGO:0003697//single-stranded DNA binding;GO:0000150//recombinase activity;GO:0003690//double-stranded DNA binding;GO:0045027//DNA end bindingGO:0000722//telomere maintenance via recombination;GO:0045002//double-strand break repair via single-strand annealing;GO:0010947//negative regulation of meiotic joint molecule formation;GO:0006302//double-strand break repair;GO:0007131//reciprocal meiotic recombination;GO:0043392//negative regulation of DNA binding;GO:0007533//mating type switching;GO:0000730//DNA recombinase assembly;GO:1990426//mitotic recombination-dependent replication fork processingK10873//DNA repair and recombination protein RAD52NP_595296.1//DNA repair and recombination protein [Schizosaccharomyces pombe 972h-]DNA repair and recombination protein (rti1), partial mRNA
2541204 NM_001021152.20.88 1.01 1.25 cta3 GO:0000324//fungal-type vacuole;GO:0016021//integral component of membrane;GO:0005886//plasma membraneGO:0005524//ATP binding;GO:0019829//cation-transporting ATPase activity;GO:0005388//calcium-transporting ATPase activity;GO:0008556//potassium-transporting ATPase activityGO:0097623//potassium ion export across plasma membrane;GO:0070588//calcium ion transmembrane transport;GO:0051208//sequestering of calcium ionK01536 NP_595246.1//P-type ATPase, calcium transporting Cta3 [Schizosaccharomyces pombe 972h-]P-type calcium transport ATPase Cta3 (cta3), mRNA

NR_150823.1 NR_150823.1 1.17 0.85 6.02 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.435), miscRNA
NR_150861.1 NR_150861.1 0.48 0.57 8.47 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.480), miscRNA
NR_151423.1 NR_151423.1 0.24 0 6.19 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.37), rRNA
NR_150070.1 NR_150070.1 2.42 1.04 0.84 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.121), miscRNA
NR_151285.1 NR_151285.1 0.36 0.47 1.23 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.899), miscRNA
NR_151153.1 NR_151153.1 0.4 0.91 0.66 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.778), miscRNA

14217748 NM_001356223.13.72 2.64 0.78 SPBC32H8.15GO:0016021//integral component of membraneNA NA NA XP_004001708.1//hypothetical protein SPBC32H8.15 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC32H8.15), partial mRNA
NR_151376.1 NR_151376.1 0.41 0.41 0.17 NA GO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0005618//cell wall;GO:0016021//integral component of membraneGO:0004556//alpha-amylase activity;GO:0005509//calcium ion binding;GO:0103025//alpha-amylase activity (releasing maltohexaose)GO:0008360//regulation of cell shape;GO:0009272//fungal-type cell wall biogenesis;GO:0016052//carbohydrate catabolic processK01176//alpha-amylase [EC:3.2.1.1]NP_594551.1//alpha-amylase 2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.982), miscRNA
NR_150006.1 NR_150006.1 0 0 1.3 NA GO:0005768//endosome;GO:0030904//retromer complex;GO:0005794//Golgi apparatus;GO:0019898//extrinsic component of membrane;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:0005628//prospore membraneGO:0035091//phosphatidylinositol bindingGO:0006886//intracellular protein transport;GO:0016050//vesicle organization;GO:0045053//protein retention in Golgi apparatus;GO:0032120//ascospore-type prospore membrane assembly;GO:0042147//retrograde transport, endosome to Golgi;GO:0006897//endocytosis;GO:0016192//vesicle-mediated transportK17917//sorting nexin-1/2NP_587929.1//retromer complex subunit Vps5 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1152), miscRNA
NR_150724.1 NR_150724.1 0.39 0.74 2.07 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.315), miscRNA
NR_150151.1 NR_150151.1 1.61 4.49 12.95 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0008784//alanine racemase activity;GO:0030378//serine racemase activityGO:0006522//alanine metabolic process;GO:0030632//D-alanine biosynthetic processK01775 NP_588518.1//alanine racemase Alr1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1283), miscRNA

2543137 NM_001020446.19.73 5.97 2.12 SPAC869.04 GO:0005634//nucleus;GO:0005829//cytosolGO:0004328//formamidase activityNA K01455//formamidase [EC:3.5.1.49]NP_595015.1//formamidase-like protein (predicted) [Schizosaccharomyces pombe 972h-]putative formamidase-like protein (SPAC869.04), partial mRNA
NR_150752.1 NR_150752.1 1.3 0.88 2.1 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.351), miscRNA
NR_150414.1 NR_150414.1 1.17 1.35 4.2 NA GO:0035861//site of double-strand break;GO:0072686//mitotic spindle;GO:0005634//nucleusGO:0046872//metal ion binding;GO:0051908//double-stranded DNA 5'-3' exodeoxyribonuclease activity;GO:0003690//double-stranded DNA bindingGO:0000729//DNA double-strand break processing;GO:0000710//meiotic mismatch repair;GO:0006298//mismatch repair;GO:0006312//mitotic recombination;GO:0000706//meiotic DNA double-strand break processing;GO:0043570//maintenance of DNA repeat elements;GO:0000723//telomere maintenanceK10746//exonuclease 1 [EC:3.1.-.-]NP_596050.1//exonuclease I Exo1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1526), miscRNA
NR_150835.1 NR_150835.1 0.51 0 2.96 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.449), miscRNA
NR_150557.1 NR_150557.1 10.96 18.13 18.93 NA GO:0005829//cytosol;GO:0005682//U5 snRNP;GO:0000974//Prp19 complex;GO:0071014//post-mRNA release spliceosomal complexGO:0005525//GTP binding;GO:0003924//GTPase activityGO:1902802//regulation of heterochromatin domain assemblyK12852//116 kDa U5 small nuclear ribonucleoprotein componentXP_013022051.1//GTPase Cwf10 [Schizosaccharomyces cryophilus OY26]antisense RNA (predicted) (SPNCRNA.1661), miscRNA
NR_150137.1 NR_150137.1 1.13 0.61 0.73 NA GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0032777//Piccolo NuA4 histone acetyltransferase complex;GO:0000790//nuclear chromatinGO:0016740//transferase activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006281//DNA repair;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylation;GO:0007049//cell cycleK11322//enhancer of polycomb-like proteinNP_588475.1//NuA4 histone acetyltransferase complex Epl1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1270), miscRNA
NR_150545.1 NR_150545.1 0.57 0.29 4.71 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1649), miscRNA
NR_150953.1 NR_150953.1 0.75 0 0.06 NA GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031966//mitochondrial membraneGO:0030544//Hsp70 protein bindingNA K09531//DnaJ homolog subfamily C member 11NP_587977.2//DNAJ domain protein, DNAJC11 family [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.581), miscRNA
NR_150565.1 NR_150565.1 1.18 1.05 7.44 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1669), miscRNA
NR_151028.1 NR_151028.1 0.77 0.79 5.18 NA GO:0005762//mitochondrial large ribosomal subunit;GO:0005739//mitochondrionGO:0003735//structural constituent of ribosomeGO:0032543//mitochondrial translationK17430//large subunit ribosomal protein L49NP_592996.1//mitochondrial ribosomal protein subunit Img2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.663), miscRNA
NR_150623.1 NR_150623.1 0.22 1.51 12 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.201), miscRNA
NR_150153.1 NR_150153.1 0.48 0.34 0.45 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1285), miscRNA
NR_150946.1 NR_150946.1 0.83 1.05 7.64 NA GO:0005634//nucleus;GO:0032040//small-subunit processome;GO:0005730//nucleolus;GO:0005732//small nucleolar ribonucleoprotein complexGO:0030515//snoRNA bindingGO:0006364//rRNA processing;GO:0030490//maturation of SSU-rRNANA NP_596517.2//U3 snoRNP-associated protein Utp16 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.575), miscRNA
NR_151319.1 NR_151319.1 1 1.28 0.44 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.93), miscRNA

2542280 NM_001018594.21.64 6.83 2.2 meu31 GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_593198.1//sequence orphan Meu31 [Schizosaccharomyces pombe 972h-]protein meu31 (meu31), mRNA
NR_150736.1 NR_150736.1 0.31 0.11 0.21 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.327), miscRNA
NR_150506.1 NR_150506.1 1.22 1.28 27.38 NA GO:0005634//nucleus;GO:0000786//nucleosome;GO:0000788//nuclear nucleosomeGO:0042393//histone binding;GO:0003677//DNA binding;GO:0046982//protein heterodimerization activityGO:0006334//nucleosome assemblyK11254//histone H4NP_595566.1//histone H4 h4.2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1611), miscRNA
NR_150757.1 NR_150757.1 0.33 0.47 0.49 NA NA NA NA NA NA non-coding RNA, centromeric (predicted) (SPNCRNA.360), miscRNA

2543047 NM_001018179.10.15 0.95 0 SPAC977.07cGO:0005783//endoplasmic reticulum;GO:0070263//external side of fungal-type cell wall;GO:0010339//external side of cell wallGO:0050839//cell adhesion molecule bindingGO:0098609//cell-cell adhesion;GO:0007155//cell adhesion;GO:0043689//cell-cell adhesion involved in flocculationK19851 NP_592770.1//cell surface glycoprotein (predicted) [Schizosaccharomyces pombe 972h-]putative glycoprotein (SPAC977.07c), partial mRNA
NR_150767.1 NR_150767.1 1.27 1.04 1.98 NA NA NA NA NA NA non-coding RNA,poly(A)-bearing (predicted) (prl37), miscRNA
NR_150572.1 NR_150572.1 2.1 1.66 2.9 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1676), miscRNA

2542840 NM_001018235.21.36 1.21 13.86 SPAC13G6.08GO:0043234//protein complexGO:0097027//ubiquitin-protein transferase activator activity;GO:0010997//anaphase-promoting complex binding;GO:1990757//ubiquitin ligase activator activityGO:1904668//positive regulation of ubiquitin protein ligase activity;GO:0031145//anaphase-promoting complex-dependent catabolic processK12782;K03363//cell division cycle 20, cofactor of APC complexNP_592834.1//Cdc20/Fizzy subfamily WD repeat protein [Schizosaccharomyces pombe 972h-]Cdc20/Fizzy subfamily WD repeat protein (SPAC13G6.08), mRNA
NR_151402.1 NR_151402.1 0 0.84 0 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.12), rRNA
NR_149971.1 NR_149971.1 1.32 1.67 0.85 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1120), miscRNA
NR_150733.1 NR_150733.1 0.4 0.1 23.3 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.324), miscRNA

2542562 NM_001019963.20.34 0.23 2.44 SPAC27F1.10GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005829//cytosol;GO:0016021//integral component of membraneNA NA NA NP_594534.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC27F1.10), mRNA
NR_150113.1 NR_150113.1 0.18 0.53 1.07 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1249), miscRNA
NR_150081.1 NR_150081.1 0.33 0.3 1.12 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.122), miscRNA
NR_150507.1 NR_150507.1 0.2 0.35 1.66 NA GO:0016021//integral component of membrane;GO:0034707//chloride channel complexGO:0005247//voltage-gated chloride channel activityGO:1902476//chloride transmembrane transportK05012//chloride channel 3/4/5NP_596476.2//ClC chloride channel (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1613), miscRNA

2543090 NM_001020926.2 0.9 1.36 2.85 SPBC1348.01GO:0005774//vacuolar membrane;GO:0005783//endoplasmic reticulum;GO:0009897//external side of plasma membrane;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_592763.1//hypothetical protein SPBC1348.01 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1348.01), mRNA
2543594 NM_001019381.20.94 0.85 0.62 mug130 GO:0005739//mitochondrionNA GO:0051321//meiotic cell cycleNA NP_593954.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug130 (mug130), mRNA

NR_150707.1 NR_150707.1 2.7 3.34 3.66 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.294), miscRNA
NR_151114.1 NR_151114.1 0.42 0.53 9.06 NA GO:0005840//ribosome;GO:0005730//nucleolus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003723//RNA binding;GO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02882//large subunit ribosomal protein L18AeNP_593336.1//60S ribosomal protein L20 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.741), miscRNA
NR_150621.1 NR_150621.1 0.87 0.55 0 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl20), miscRNA
NR_151025.1 NR_151025.1 1.34 1.57 4.1 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0051575//5'-deoxyribose-5-phosphate lyase activity;GO:0003896//DNA primase activityGO:0042276//error-prone translesion synthesis;GO:0006281//DNA repair;GO:0061674//gap filling involved in double-strand break repair via nonhomologous end joining;GO:1990506//mitotic DNA-dependent DNA replication;GO:0006303//double-strand break repair via nonhomologous end joining;GO:0006287//base-excision repair, gap-fillingK10981 NP_592977.1//DNA polymerase X family [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.660), miscRNA
NR_150771.1 NR_150771.1 1.13 0.89 1.62 NA NA NA NA NA NA non-coding RNA, centromeric (predicted) (SPNCRNA.373), miscRNA
NR_151005.1 NR_151005.1 0 0 2.05 NA GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_592902.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.641), miscRNA

14217253 NM_001355868.1 0.9 1.13 1.89 SPCC794.16 GO:0016021//integral component of membraneNA NA NA XP_004001742.1//hypothetical protein SPCC794.16 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC794.16), mRNA
NR_150135.1 NR_150135.1 0.6 0.49 1.74 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1269), miscRNA
NR_150030.1 NR_150030.1 0.74 0.35 13.89 NA GO:0005634//nucleus;GO:0005681//spliceosomal complexNA GO:0045292//mRNA cis splicing, via spliceosomeNA NP_588076.1//complexed with Cdc5 protein Cwf20 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1174), miscRNA

14218262 NM_001356064.1 0 0 0 rsa3 GO:0005730//nucleolus;GO:0030687//preribosome, large subunit precursorNA GO:0000027//ribosomal large subunit assemblyNA XP_004001773.1//ribosome assembly protein Rsa3 (predicted) [Schizosaccharomyces pombe 972h-]putative ribosome assembly protein Rsa3 (rsa3), partial mRNA
NR_151213.1 NR_151213.1 1.78 1.59 4.63 NA GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_593805.1//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.832), miscRNA
NR_150475.1 NR_150475.1 0.54 0.45 2.46 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1583), miscRNA

2542574 NM_001020453.21.42 1.28 1.97 SPAC186.05cGO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005801//cis-Golgi network;GO:0005797//Golgi medial cisternaGO:0015085//calcium ion transmembrane transporter activityGO:0070588//calcium ion transmembrane transport;GO:0032468//Golgi calcium ion homeostasis;GO:1902600//hydrogen ion transmembrane transport;GO:0061856//Golgi calcium ion transmembrane transportNA NP_595023.1//GDT1-like protein [Schizosaccharomyces pombe 972h-]GDT1-like protein (SPAC186.05c), mRNA
NR_151076.1 NR_151076.1 0.95 1.29 12.09 NA GO:0051286//cell tip;GO:0005885//Arp2/3 protein complex;GO:1990819//actin fusion focus;GO:0030479//actin cortical patch;GO:0030139//endocytic vesicle;GO:0043234//protein complex;GO:0035838//growing cell tip;GO:0005826//actomyosin contractile ringGO:0051015//actin filament binding;GO:0003779//actin bindingGO:0034316//negative regulation of Arp2/3 complex-mediated actin nucleation;GO:0030036//actin cytoskeleton organization;GO:0051017//actin filament bundle assembly;GO:0051666//actin cortical patch localization;GO:0030041//actin filament polymerizationK13886//coronin-1B/1C/6NP_593175.1//actin binding protein, coronin Crn1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.707), miscRNA
NR_151286.1 NR_151286.1 0.67 0.73 21.6 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.90), miscRNA
NR_149913.1 NR_149913.1 0.41 0.75 5.62 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1068), miscRNA

2541397 NM_001023877.21.22 1.4 1.97 SPBPB2B2.08GO:0005634//nucleus;GO:0005829//cytosolNA NA K03247//translation initiation factor 3 subunit HNP_596854.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBPB2B2.08), partial mRNA
NR_151060.1 NR_151060.1 0.24 0.48 2.2 NA GO:0005634//nucleusGO:0004222//metalloendopeptidase activity;GO:0008270//zinc ion bindingGO:0019985//translesion synthesis;GO:0006974//cellular response to DNA damage stimulusK03549//KUP system potassium uptake proteinNP_593097.1//WLM domain protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.692), miscRNA
NR_150335.1 NR_150335.1 0.25 0.88 2.29 NA GO:0000124//SAGA complex;GO:0005634//nucleus;GO:0005671//Ada2/Gcn5/Ada3 transcription activator complex;GO:0000790//nuclear chromatinGO:0003713//transcription coactivator activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0043967//histone H4 acetylation;GO:0043966//histone H3 acetylation;GO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0016573//histone acetylation;GO:0042981//regulation of apoptotic processK11315//transcriptional adapter 3NP_595671.1//SAGA complex subunit Ngg1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1450), miscRNA
NR_149948.1 NR_149948.1 0.35 1.24 5.89 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.110), miscRNA
NR_150679.1 NR_150679.1 0.82 0.24 0.47 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.267), miscRNA
NR_150488.1 NR_150488.1 0.53 0.81 2.62 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1595), miscRNA
NR_150761.1 NR_150761.1 0.16 0.12 1.67 NA NA NA NA NA NA non-coding RNA, centromeric (predicted) (SPNCRNA.364), miscRNA

2542808 NM_001019731.10.52 0.26 2.89 moa1 GO:0000941//condensed nuclear chromosome inner kinetochoreNA GO:1990813//meiotic centromeric cohesion protection;GO:1990735//gamma-tubulin complex localization to mitotic spindle pole body;GO:0061171//establishment of bipolar cell polarity;GO:0051455//attachment of spindle microtubules to kinetochore involved in homologous chromosome segregation;GO:0051177//meiotic sister chromatid cohesion;GO:0090307//mitotic spindle assembly;GO:0051301//cell division;GO:0051321//meiotic cell cycle;GO:0034613//cellular protein localization;GO:0045132//meiotic chromosome segregationNA NP_594308.1//meiotic cohesin complex associated protein Moa1 [Schizosaccharomyces pombe 972h-]protein Moa1 (moa1), partial mRNA
NR_151243.1 NR_151243.1 0.28 0.33 0.5 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.860), miscRNA
NR_150598.1 NR_150598.1 0.23 1.15 3.02 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.173), miscRNA
NR_150815.1 NR_150815.1 0.24 1.62 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.424), miscRNA
NR_150325.1 NR_150325.1 0.47 0.37 3.32 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1441), miscRNA

2542986 NM_001018209.2 0.2 0 2.38 SPAC11D3.14cGO:0005829//cytosolGO:0017168//5-oxoprolinase (ATP-hydrolyzing) activityGO:0006749//glutathione metabolic process;GO:1990748//cellular detoxificationK01469//5-oxoprolinase (ATP-hydrolysing) [EC:3.5.2.9]NP_592809.1//oxoprolinase (predicted) [Schizosaccharomyces pombe 972h-]putative oxoprolinase (SPAC11D3.14c), mRNA
NR_150884.1 NR_150884.1 0.32 0.68 1.14 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.506), miscRNA
NR_150881.1 NR_150881.1 0 0 1.31 NA GO:0005762//mitochondrial large ribosomal subunitNA GO:0032543//mitochondrial translationK17440 XP_002788951.1//mitochondrial ribosomal protein Mrp49 (predicted) [Schizosaccharomyces pombe 972h-]non-coding RNA (predicted) (SPNCRNA.503), miscRNA

5802845 NM_001355852.11.51 1.18 2.25 tlh2 GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0009378//four-way junction helicase activity;GO:0008270//zinc ion binding;GO:0043140//ATP-dependent 3'-5' DNA helicase activity;GO:0003676//nucleic acid bindingGO:0000722//telomere maintenance via recombination;GO:0000724//double-strand break repair via homologous recombinationK10899//ATP-dependent DNA helicase Q1 [EC:3.6.4.12];K10901//bloom syndrome protein [EC:3.6.4.12]DAA05660.1//TPA_exp: sub-telomeric helicase RecQ [Schizosaccharomyces pombe]RecQ type DNA helicase Tlh1 (tlh2), partial mRNA
2539102 NM_001023487.22.74 2.74 1.38 brl1 GO:0005634//nucleus;GO:0033503//HULC complex;GO:0031618//nuclear pericentric heterochromatinGO:0061630//ubiquitin protein ligase activity;GO:0046872//metal ion binding;GO:0008270//zinc ion binding;GO:0016740//transferase activity;GO:0016874//ligase activityGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006342//chromatin silencing;GO:0051569//regulation of histone H3-K4 methylation;GO:0071894//histone H2B conserved C-terminal lysine ubiquitination;GO:0006336//DNA replication-independent nucleosome assembly;GO:0031497//chromatin assemblyK10696//E3 ubiquitin-protein ligase BRE1 [EC:2.3.2.27]NP_588497.1//ubiquitin-protein ligase E3 Brl1 [Schizosaccharomyces pombe 972h-]ubiquitin-protein ligase E3 Brl1 (brl1), mRNA

NR_149972.1 NR_149972.1 1.59 1.65 0.5 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1121), miscRNA
NR_150793.1 NR_150793.1 0 0 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.397), miscRNA
NR_150485.1 NR_150485.1 0.64 0.84 0.51 NA GO:0005829//cytosol;GO:0005737//cytoplasmGO:0016740//transferase activityGO:0017183//peptidyl-diphthamide biosynthetic process from peptidyl-histidine;GO:2000765//regulation of cytoplasmic translationK17866//diphthamide biosynthesis protein 2NP_596384.1//diphthamide biosynthesis protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1592), miscRNA

2543353 NM_001018174.22.11 2.64 13.31 SPAC977.01 GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA NA NA NP_592774.1//hypothetical protein SPAC977.01, partial [Schizosaccharomyces pombe 972h-]transmembrane helix domain-containing protein (SPAC977.01), partial mRNA
2540153 NM_001021307.2 0 3.41 3.97 mug97 GO:0016021//integral component of membraneNA GO:0030435//sporulation resulting in formation of a cellular spore;GO:0007059//chromosome segregation;GO:0051321//meiotic cell cycleNA NP_595400.2//mug97 protein [Schizosaccharomyces pombe 972h-]protein mug97 (mug97), mRNA

NR_150694.1 NR_150694.1 1.54 0.44 6.24 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.280), miscRNA
NR_150028.1 NR_150028.1 1.88 1.07 1.41 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1172), miscRNA
NR_150661.1 NR_150661.1 1.12 0.94 7.66 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.247), miscRNA
NR_150708.1 NR_150708.1 0.22 0.43 5.85 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.296), miscRNA
NR_150824.1 NR_150824.1 0.73 0 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.436), miscRNA

2540312 NM_001022491.21.49 0 3.36 mde2 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0010780//meiotic DNA double-strand break formation involved in reciprocal meiotic recombinationNA NP_596570.2//Mde2 protein [Schizosaccharomyces pombe 972h-]protein Mde2 (mde2), partial mRNA
NR_151378.1 NR_151378.1 0.86 0.64 3.06 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.984), miscRNA
NR_149867.1 NR_149867.1 0 0 0 NA GO:1990819//actin fusion focus;GO:0005829//cytosol;GO:0043332//mating projection tip;GO:0005737//cytoplasm;GO:0032153//cell division site;GO:0005937//mating projectionGO:0003779//actin binding;GO:0017048//Rho GTPase binding;GO:0017124//SH3 domain bindingGO:0030036//actin cytoskeleton organization;GO:1904600//actin fusion focus assembly;GO:0000755//cytogamyK11238;K17971NP_594737.1//formin Fus1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1026), miscRNA

2543389 NM_001019424.20.59 0.81 20.22 SPAPB1A11.02NA GO:0016787//hydrolase activityGO:0008152//metabolic process;GO:0009056//catabolic processK17648 NP_593998.1//esterase/lipase (predicted) [Schizosaccharomyces pombe 972h-]putative esterase/lipase (SPAPB1A11.02), mRNA
NR_150109.1 NR_150109.1 0.42 0.57 1.79 NA GO:0005840//ribosome;GO:0005634//nucleus;GO:0005829//cytosol;GO:0022625//cytosolic large ribosomal subunitGO:0003735//structural constituent of ribosomeGO:0006412//translation;GO:0002181//cytoplasmic translationK02901//large subunit ribosomal protein L27eNP_588378.1//60S ribosomal protein L27 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1245), miscRNA

2540064 NM_001022367.10.74 1.03 0.23 hop1 GO:0030998//linear element;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0003677//DNA binding;GO:0061659//ubiquitin-like protein ligase activityGO:0007131//reciprocal meiotic recombinationNA NP_596448.1//linear element associated protein Hop1 [Schizosaccharomyces pombe 972h-]synaptonemal complex-associated protein hop1 (hop1), partial mRNA
NR_151409.1 NR_151409.1 0 0.79 1.6 NA NA NA NA NA ORY72880.1//hypothetical protein BCR37DRAFT_353153 [Protomyces lactucaedebilis]5S ribosomal RNA (SPRRNA.19), rRNA
NR_150698.1 NR_150698.1 0.37 0.86 1.87 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.284), miscRNA

14218050 NM_001356199.11.23 1.11 1.62 SPAC2H10.04NA NA NA NA XP_004001799.1//hypothetical protein SPAC2H10.04 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC2H10.04), partial mRNA
NR_150027.1 NR_150027.1 0.9 0.67 2.51 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0061630//ubiquitin protein ligase activity;GO:0005524//ATP binding;GO:0031625//ubiquitin protein ligase binding;GO:0061631//ubiquitin conjugating enzyme activityGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:1902426//deactivation of mitotic spindle assembly checkpoint;GO:0051301//cell division;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0007049//cell cycle;GO:0000209//protein polyubiquitinationK06688//ubiquitin-conjugating enzyme E2 C [EC:2.3.2.23]NP_588069.1//ubiquitin conjugating enzyme E2-C, Ubc11 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1171), miscRNA
NR_150686.1 NR_150686.1 0 0 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.273), miscRNA
NR_150172.1 NR_150172.1 0.41 0.4 0.27 NA GO:0005634//nucleus;GO:0016021//integral component of membraneGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0003677//DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0008270//zinc ion binding;GO:0001077//transcriptional activator activity, RNA polymerase II proximal promoter sequence-specific DNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0061414//positive regulation of transcription from RNA polymerase II promoter by a nonfermentable carbon sourceK00128//aldehyde dehydrogenase (NAD+) [EC:1.2.1.3]NP_001018765.1//transcription factor Grt1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1301), miscRNA
NR_150848.1 NR_150848.1 0.2 0.57 1.02 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.462), miscRNA
NR_150618.1 NR_150618.1 2.83 2.1 1.37 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.197), miscRNA

2541196 NM_001021543.2 0.6 0.3 10.57 SPBC83.19c GO:0005634//nucleus;GO:0005739//mitochondrionNA NA NA NP_595649.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC83.19c), partial mRNA
2539990 NM_001023859.2 0.7 1.48 4.75 SPBC1289.14GO:0005856//cytoskeletonNA GO:0030036//actin cytoskeleton organizationK18622//adducin;K01792//glucose-6-phosphate 1-epimerase [EC:5.1.3.15]NP_596838.1//adducin (predicted) [Schizosaccharomyces pombe 972h-]putative adducin (SPBC1289.14), mRNA

NR_150712.1 NR_150712.1 0.31 1.2 2.32 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.30), miscRNA
2542105 NM_001020352.20.42 0.51 0.2 SPAC14C4.15cGO:0005774//vacuolar membrane;GO:0016021//integral component of membraneGO:0008236//serine-type peptidase activity;GO:0008239//dipeptidyl-peptidase activityGO:0016485//protein processingK01282 NP_594920.2//dipeptidyl peptidase (predicted) [Schizosaccharomyces pombe 972h-]putative dipeptidyl peptidase (SPAC14C4.15c), mRNA

NR_151413.1 NR_151413.1 1.16 0.62 0 NA NA NA NA NA ORY72880.1//hypothetical protein BCR37DRAFT_353153 [Protomyces lactucaedebilis]5S ribosomal RNA (SPRRNA.27), rRNA
NR_150223.1 NR_150223.1 0.35 0.32 2.59 NA GO:0005783//endoplasmic reticulum;GO:0008250//oligosaccharyltransferase complex;GO:0016021//integral component of membraneGO:0004579//dolichyl-diphosphooligosaccharide-protein glycotransferase activity;GO:0004576//oligosaccharyl transferase activityGO:0043687//post-translational protein modification;GO:0018279//protein N-linked glycosylation via asparagine;GO:0006487//protein N-linked glycosylationK07151//dolichyl-diphosphooligosaccharide---protein glycosyltransferase [EC:2.4.99.18]BAA76479.1//oligosaccharyltransferase subunit [Schizosaccharomyces pombe]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1349), miscRNA
NR_150174.1 NR_150174.1 0 0.58 88.33 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1303), miscRNA
NR_150852.1 NR_150852.1 0.77 1.34 5.63 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.467), miscRNA

2541904 NM_001020154.10.34 0.57 7.74 SPAC22F8.03cGO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_594726.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC22F8.03c), partial mRNA
NR_151382.1 NR_151382.1 0.23 0.57 4.18 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.988), miscRNA
NR_150762.1 NR_150762.1 0.37 0.34 1.57 NA NA NA NA NA NA non-coding RNA, centromeric (predicted) (SPNCRNA.365), miscRNA
NR_150021.1 NR_150021.1 0 0 0 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1166), miscRNA
NR_150614.1 NR_150614.1 0 0.72 0.82 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.192), miscRNA
NR_150377.1 NR_150377.1 0.87 0.17 7.36 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1490), miscRNA
NR_150601.1 NR_150601.1 0.78 1.45 11.58 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.177), miscRNA
NR_150937.1 NR_150937.1 0 0 5.38 NA GO:0045261//proton-transporting ATP synthase complex, catalytic core F(1);GO:0005739//mitochondrion;GO:0005756//mitochondrial proton-transporting ATP synthase, central stalkGO:0046961//proton-transporting ATPase activity, rotational mechanism;GO:0046933//proton-transporting ATP synthase activity, rotational mechanismGO:0015986//ATP synthesis coupled proton transport;GO:0042776//mitochondrial ATP synthesis coupled proton transportK02136//F-type H+-transporting ATPase subunit gammaNP_595430.1//F1-ATPase gamma subunit (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.567), miscRNA
NR_151051.1 NR_151051.1 0.21 0.47 0.88 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.684), miscRNA
NR_150725.1 NR_150725.1 0 0.55 0.55 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.316), miscRNA

2541352 NM_001021185.21.89 2.15 4.05 mfm3 GO:0005576//extracellular region;GO:0005886//plasma membraneGO:0000772//mating pheromone activityGO:0000747//conjugation with cellular fusion;GO:0000750//pheromone-dependent signal transduction involved in conjugation with cellular fusionNA NP_595278.1//M-factor precursor Mfm3 [Schizosaccharomyces pombe 972h-]M-factor precursor Mfm3 (mfm3), mRNA
2543552 NM_001019769.20.93 1.94 13.35 SPAC4H3.12cGO:0016021//integral component of membraneNA NA NA NP_594348.1//hypothetical protein SPAC4H3.12c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC4H3.12c), partial mRNA
2542377 NM_001019019.1 0.8 0.75 0.38 SPAC17H9.18cNA NA GO:0051321//meiotic cell cycleNA NP_593587.1//hypothetical protein SPAC17H9.18c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC17H9.18c), partial mRNA

NR_150943.1 NR_150943.1 3.3 10.26 18.61 NA GO:1990112//RQC complex;GO:0005634//nucleus;GO:0005829//cytosolGO:0061630//ubiquitin protein ligase activity;GO:0008270//zinc ion binding;GO:0016874//ligase activityGO:1990116//ribosome-associated ubiquitin-dependent protein catabolic process;GO:0043161//proteasome-mediated ubiquitin-dependent protein catabolic process;GO:0042787//protein ubiquitination involved in ubiquitin-dependent protein catabolic processK00507//stearoyl-CoA desaturase (Delta-9 desaturase) [EC:1.14.19.1];K18203//[phosphatase 2A protein]-leucine-carboxy methyltransferase [EC:2.1.1.233]NP_596004.1//ubiquitin-protein ligase E3 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.572), miscRNA
NR_150018.1 NR_150018.1 0.23 0.31 3.1 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1163), miscRNA

3361185 NM_001020938.20.16 0.12 0.26 SPBPB8B6.02cGO:0005783//endoplasmic reticulum;GO:0005887//integral component of plasma membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005886//plasma membraneGO:0015489//putrescine transmembrane transporter activity;GO:0015204//urea transmembrane transporter activity;GO:0015293//symporter activity;GO:0015606//spermidine transmembrane transporter activityGO:0015848//spermidine transport;GO:0071918//urea transmembrane transportK20989//urea-proton symporterNP_001018763.1//urea transporter (predicted) [Schizosaccharomyces pombe 972h-]putative urea transporter (SPBPB8B6.02c), mRNA
NR_149889.1 NR_149889.1 0.07 0.19 1.61 NA GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0000790//nuclear chromatinGO:0042393//histone binding;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0004003//ATP-dependent DNA helicase activityGO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0006366//transcription from RNA polymerase II promoterK11786 NP_594861.1//ATP-dependent DNA helicase Snf21 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1046), miscRNA
NR_150430.1 NR_150430.1 1.1 2.48 24.04 NA NA NA NA NA XP_004001719.1//hypothetical protein SPBC3E7.17 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1541), miscRNA
NR_150252.1 NR_150252.1 0.85 0.21 8.02 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1375), miscRNA
NR_150622.1 NR_150622.1 3.09 3.74 1.95 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.200), miscRNA
NR_150739.1 NR_150739.1 0.66 0.13 0.27 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl33), miscRNA
NR_150778.1 NR_150778.1 0.06 0.26 0.2 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.382), miscRNA
NR_150267.1 NR_150267.1 2.61 1.17 9.14 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1389), miscRNA

5802716 NM_001355918.1 0.9 0.81 4.09 SPCC188.05 NA NA NA NA XP_001713167.1//hypothetical protein SPCC188.05 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC188.05), partial mRNA
NR_150581.1 NR_150581.1 0.46 0.26 0.35 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1684), miscRNA

2538782 NM_001355891.10.56 0.36 3.01 meu15 GO:0005794//Golgi apparatus;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_001018850.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein meu15 (meu15), mRNA
2543294 NM_001019201.2 0.3 0.18 6.94 meu26 GO:0005634//nucleusNA GO:0051321//meiotic cell cycleNA NP_593771.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]protein meu26 (meu26), partial mRNA
2539885 NM_001021850.20.88 0.81 0.21 SPBC16H5.15GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_595942.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC16H5.15), mRNA

NR_150833.1 NR_150833.1 0.07 0.21 15.28 NA GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membraneGO:0015171//amino acid transmembrane transporter activityNA K16261 NP_596849.1//amino-acid permease [Schizosaccharomyces pombe 972h-]non-coding RNA (predicted) (SPNCRNA.446), miscRNA
2543487 NM_001019909.20.49 0.36 2.46 SPAC683.03 GO:0005739//mitochondrionNA NA NA NP_594480.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC683.03), partial mRNA

NR_150090.1 NR_150090.1 0.43 0.48 0.63 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1228), miscRNA
2541534 NM_001020458.20.49 0 0.46 SPAC750.02cGO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0005628//prospore membraneGO:0005375//copper ion transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transport;GO:0097430//copper ion import into ascospore-type prosporeK08158;K08157NP_596862.1//MFS family membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPAC750.02c), partial mRNA

NR_149987.1 NR_149987.1 0.49 0.32 4.58 NA GO:0005675//holo TFIIH complex;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000112//nucleotide-excision repair factor 3 complex;GO:0000439//core TFIIH complexGO:0061630//ubiquitin protein ligase activity;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0008270//zinc ion binding;GO:0003676//nucleic acid bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006281//DNA repair;GO:0070816//phosphorylation of RNA polymerase II C-terminal domain;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0006366//transcription from RNA polymerase II promoter;GO:0006289//nucleotide-excision repairK03142//transcription initiation factor TFIIH subunit 2NP_587800.1//transcription factor TFIIH complex subunit Ssl1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1135), miscRNA
3361182 NM_001020939.20.27 0.3 0.1 SPBPB8B6.03GO:0005829//cytosolGO:0017064//fatty acid amide hydrolase activity;GO:0004040//amidase activityGO:0009062//fatty acid catabolic processK01426//amidase [EC:3.5.1.4]NP_001018764.1//acetamidase (predicted) [Schizosaccharomyces pombe 972h-]putative acetamidase (SPBPB8B6.03), partial mRNA

NR_150718.1 NR_150718.1 0 0 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.307), miscRNA
14218312 NM_001356197.111.31 31.23 426.71 SPAC29A4.22NA NA NA NA XP_004001798.1//hypothetical protein SPAC29A4.22 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC29A4.22), partial mRNA

NR_150439.1 NR_150439.1 0.96 0.78 3.55 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.155), miscRNA
2543320 NM_001018189.20.68 0.76 1.38 SPAPJ695.01cGO:0005737//cytoplasmNA NA NA NP_592789.1//hypothetical protein SPAPJ695.01c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPJ695.01c), mRNA

NR_150705.1 NR_150705.1 0.55 0.09 0.56 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.292), miscRNA
NR_151252.1 NR_151252.1 0.13 0.27 18.31 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.869), miscRNA
NR_150329.1 NR_150329.1 0.44 1.09 9.22 NA GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneNA GO:0006886//intracellular protein transport;GO:0015031//protein transport;GO:0016192//vesicle-mediated transportNA NP_595656.1//protein trafficking protein Pga2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1445), miscRNA

2543115 NM_001018178.20.41 0.29 0.83 SPAC977.06 GO:0005774//vacuolar membrane;GO:0005783//endoplasmic reticulum;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_592778.1//hypothetical protein SPAC977.06 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC977.06), mRNA
NR_150750.1 NR_150750.1 0.44 0.74 0.3 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.348), miscRNA
NR_151404.1 NR_151404.1 1.14 0.56 4.56 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.14), rRNA
NR_150025.1 NR_150025.1 0.22 0.65 0.44 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.117), miscRNA
NR_150004.1 NR_150004.1 0.62 1.35 2.67 NA GO:0030915//Smc5-Smc6 complex;GO:0005634//nucleusGO:0005524//ATP binding;GO:0033676//double-stranded DNA-dependent ATPase activityGO:0051321//meiotic cell cycle;GO:0000724//double-strand break repair via homologous recombinationK06669//structural maintenance of chromosome 3 (chondroitin sulfate proteoglycan 6);K06675//structural maintenance of chromosome 4;K12614//ATP-dependent RNA helicase DDX6/DHH1 [EC:3.6.4.13]NP_587906.1//Smc5-6 complex SMC subunit Smc6 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1150), miscRNA
NR_150811.1 NR_150811.1 1.98 1.57 2.46 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.419), miscRNA

2539211 NM_001023407.219.16 41.51 9.6 SPCC1739.08cGO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityNA K17742 NP_588416.1//short chain dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative dehydrogenase (SPCC1739.08c), mRNA
NR_150853.1 NR_150853.1 0.33 0.22 1.24 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.469), miscRNA
NR_150386.1 NR_150386.1 1.43 1.01 4.34 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1499), miscRNA

2539897 NM_001021927.1 0 0 0.7 SPBC12C2.14cGO:0016021//integral component of membraneNA NA NA NP_596019.1//hypothetical protein SPBC12C2.14c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC12C2.14c), partial mRNA
NR_150701.1 NR_150701.1 0.43 0.14 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.289), miscRNA
NR_150827.1 NR_150827.1 0.47 0.36 1.41 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.439), miscRNA
NR_150846.1 NR_150846.1 0.41 0.52 3.23 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl46), miscRNA
NR_150044.1 NR_150044.1 0.48 0.14 1.6 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1187), miscRNA

2540953 NM_001020958.20.61 0.36 0.97 alr2 GO:0005634//nucleus;GO:0005829//cytosolGO:0008784//alanine racemase activity;GO:0030378//serine racemase activityGO:0006522//alanine metabolic process;GO:0030632//D-alanine biosynthetic processK01775 NP_595052.1//alanine racemase Alr2 (predicted) [Schizosaccharomyces pombe 972h-]putative alanine racemase Alr2 (alr2), mRNA
NR_150717.1 NR_150717.1 0.41 0 1.67 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.306), miscRNA
NR_150790.1 NR_150790.1 1.16 1.99 0.98 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.393), miscRNA
NR_150301.1 NR_150301.1 0.55 0.77 0.66 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.142), miscRNA
NR_150246.1 NR_150246.1 0.83 0.62 4.49 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.137), miscRNA
NR_150668.1 NR_150668.1 0.32 0.16 1.92 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.255), miscRNA
NR_150345.1 NR_150345.1 1.33 0.79 1.1 NA NA NA NA NA ORY21444.1//hypothetical protein LY90DRAFT_632767, partial [Neocallimastix californiae]intergenic RNA (predicted) (SPNCRNA.1460), miscRNA
NR_150639.1 NR_150639.1 0.41 0.69 0.86 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl22), miscRNA

3361570 NM_001356212.1 0.6 0.46 9.27 SPAC750.01 GO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityGO:0071805//potassium ion transmembrane transportK15303//aflatoxin B1 aldehyde reductase;K17647NP_592785.1//aldo-keto reductase family protein [Schizosaccharomyces pombe 972h-]aldo/keto reductase family protein (SPAC750.01), partial mRNA
NR_150568.1 NR_150568.1 0.85 0.2 2.44 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1672), miscRNA
NR_150121.1 NR_150121.1 0.33 0.86 1.35 NA NA NA NA NA ORX97691.1//hypothetical protein LY90DRAFT_642597, partial [Neocallimastix californiae]intergenic RNA (predicted) (SPNCRNA.1256), miscRNA
NR_150706.1 NR_150706.1 0.43 0.45 0.49 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.293), miscRNA
NR_150313.1 NR_150313.1 0 0.09 0.99 NA GO:0005783//endoplasmic reticulum;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membraneGO:0051377//mannose-ethanolamine phosphotransferase activity;GO:0003824//catalytic activityGO:0006506//GPI anchor biosynthetic process;GO:0008152//metabolic process;GO:0071555//cell wall organizationK05288//phosphatidylinositol glycan, class ONP_595538.1//pig-O (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1430), miscRNA
NR_151201.1 NR_151201.1 0.11 0.53 5.77 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.821), miscRNA
NR_150691.1 NR_150691.1 0.09 0.37 2.83 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.278), miscRNA

5802767 NM_001356213.10.35 0.48 5.07 SPBC3D6.16 GO:0016021//integral component of membraneNA NA NA XP_001713128.1//hypothetical protein SPBC3D6.16 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC3D6.16), partial mRNA
NR_151254.1 NR_151254.1 0.37 0.24 2.72 NA GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0000287//magnesium ion binding;GO:0047046//homoisocitrate dehydrogenase activity;GO:0051287//NAD bindingGO:0009085//lysine biosynthetic process;GO:0019878//lysine biosynthetic process via aminoadipic acidK05824 NP_594004.1//homoisocitrate dehydrogenase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.870), miscRNA

2542647 NM_001020459.1 0 0 0.85 SPAC750.03cGO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0008757//S-adenosylmethionine-dependent methyltransferase activityGO:0032259//methylationNA NP_595029.1//methyltransferase (predicted) [Schizosaccharomyces pombe 972h-]putative methyltransferase (SPAC750.03c), partial mRNA
NR_151107.1 NR_151107.1 1.75 2.24 3.5 NA GO:0005634//nucleus;GO:0031499//TRAMP complex;GO:0005730//nucleolus;GO:0043234//protein complex;GO:0005829//cytosol;GO:0031618//nuclear pericentric heterochromatin;GO:0005680//anaphase-promoting complexGO:0008143//poly(A) binding;GO:0034459//ATP-dependent 3'-5' RNA helicase activity;GO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP bindingGO:0045842//positive regulation of mitotic metaphase/anaphase transition;GO:0034476//U5 snRNA 3'-end processing;GO:0000467//exonucleolytic trimming to generate mature 3'-end of 5.8S rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0071049//nuclear retention of pre-mRNA with aberrant 3'-ends at the site of transcription;GO:0016973//poly(A)+ mRNA export from nucleus;GO:0071035//nuclear polyadenylation-dependent rRNA catabolic process;GO:0043629//ncRNA polyadenylation;GO:0000460//maturation of 5.8S rRNA;GO:0043630//ncRNA polyadenylation involved in polyadenylation-dependent ncRNA catabolic process;GO:0071038//nuclear polyadenylation-dependent tRNA catabolic process;GO:0071042//nuclear polyadenylation-dependent mRNA catabolic process;GO:0006401//RNA catabolic process;GO:0016078//tRNA catabolic process;GO:0006364//rRNA processing;GO:0051301//cell division;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0071051//polyadenylation-dependent snoRNA 3'-end processing;GO:0007049//cell cycle;GO:0034475//U4 snRNA 3'-end processingK12598//ATP-dependent RNA helicase DOB1 [EC:3.6.4.13];K03353//anaphase-promoting complex subunit 6NP_593301.1//anaphase-promoting complex subunit Cut9 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.735), miscRNA
NR_150610.1 NR_150610.1 0.42 0.42 2 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.188), miscRNA
NR_150390.1 NR_150390.1 0.46 0.12 9.08 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1502), miscRNA
NR_150378.1 NR_150378.1 0.13 0.06 0.66 NA GO:0005684//U2-type spliceosomal complex;GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005681//spliceosomal complex;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP bindingGO:0000350//generation of catalytic spliceosome for second transesterification step;GO:0000398//mRNA splicing, via spliceosome;GO:0006364//rRNA processingK14791//periodic tryptophan protein 1;K12815//pre-mRNA-splicing factor ATP-dependent RNA helicase DHX38/PRP16 [EC:3.6.4.13]NP_595889.1//WD repeat protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1491), miscRNA
NR_150864.1 NR_150864.1 0 0 0 NA GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_592798.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]non-coding RNA, centromeric (predicted) (SPNCRNA.483), miscRNA
NR_150186.1 NR_150186.1 1.45 1.23 1.41 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1314), miscRNA
NR_150964.1 NR_150964.1 1.04 1.94 3.26 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.603), miscRNA

2541736 NM_001020937.30.53 0.51 0.95 ght7 GO:0005783//endoplasmic reticulum;GO:0031520//plasma membrane of cell tip;GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0005886//plasma membraneGO:0015149//hexose transmembrane transporter activity;GO:0005353//fructose transmembrane transporter activity;GO:0005355//glucose transmembrane transporter activity;GO:0005351//sugar:proton symporter activityGO:0098708//glucose import across plasma membrane;GO:0035428//hexose transmembrane transport;GO:0046323//glucose import;GO:1990539//fructose import across plasma membraneK08139 NP_001018762.2//hexose transporter Ght7 (predicted) [Schizosaccharomyces pombe 972h-]putative hexose transporter Ght7 (ght7), mRNA
14217396 NM_001355940.1 0 0.17 0.86 ost5 GO:0008250//oligosaccharyltransferase complex;GO:0016021//integral component of membraneGO:0016740//transferase activityGO:0006487//protein N-linked glycosylationNA XP_004001754.1//oligosaccharyltransferase complex zeta subunit Ost5 (predicted) [Schizosaccharomyces pombe 972h-]putative oligosaccharyltransferase complex zeta subunit Ost5 (ost5), partial mRNA

NR_150787.1 NR_150787.1 0.16 0.16 1.16 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.390), miscRNA
NR_151081.1 NR_151081.1 1.29 0.87 0.19 NA GO:0035861//site of double-strand break;GO:0005634//nucleusGO:0003697//single-stranded DNA binding;GO:0003684//damaged DNA binding;GO:0003690//double-stranded DNA binding;GO:0045027//DNA end bindingGO:0000722//telomere maintenance via recombination;GO:0045002//double-strand break repair via single-strand annealing;GO:0110027//negative regulation of DNA strand resection involved in replication fork processing;GO:0010947//negative regulation of meiotic joint molecule formation;GO:0043392//negative regulation of DNA binding;GO:0007533//mating type switching;GO:0006312//mitotic recombination;GO:0000724//double-strand break repair via homologous recombination;GO:0000730//DNA recombinase assembly;GO:1990426//mitotic recombination-dependent replication fork processing;GO:0000723//telomere maintenanceK10873//DNA repair and recombination protein RAD52NP_593207.1//DNA recombination protein Rad22 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.711), miscRNA
NR_151328.1 NR_151328.1 0.43 0.07 3.85 NA GO:0000812//Swr1 complex;GO:0005634//nucleus;GO:0005829//cytosolNA GO:0006338//chromatin remodeling;GO:0016569//covalent chromatin modification;GO:0043486//histone exchangeNA NP_594338.1//Swr1 complex subunit Swc3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.938), miscRNA

2540935 NM_001356052.10.83 0.57 0.28 SPBC359.04cNA NA NA K01183//chitinase [EC:3.2.1.14]OAA80288.1//GLEYA adhesin domain protein [Cordyceps confragosa RCEF 1005]putative DIPSY family glycoprotein (SPBC359.04c), mRNA
2542943 NM_001020928.20.53 0 12.12 SPBC1348.03GO:0031965//nuclear membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_592765.1//hypothetical protein SPBC1348.03 [Schizosaccharomyces pombe 972h-]transmembrane helix domain-containing protein (SPBC1348.03), partial mRNA

NR_149947.1 NR_149947.1 0.61 0.31 4.02 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl11), miscRNA
NR_150454.1 NR_150454.1 0.47 0.46 4.2 NA GO:0000151//ubiquitin ligase complex;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0030674//protein binding, bridgingGO:0070647//protein modification by small protein conjugation or removalK15073 NP_596201.1//F-box protein Pof10 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1563), miscRNA
NR_151046.1 NR_151046.1 0.7 0.4 8.07 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl68), miscRNA

2540062 NM_001023788.1 0 0.15 4.8 SPBC16G5.19GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_596768.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC16G5.19), partial mRNA
NR_150152.1 NR_150152.1 0.27 0 0.68 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1284), miscRNA

2541932 NM_001018168.1 0 0.33 0 tlh1 GO:0005634//nucleus;GO:0000784//nuclear chromosome, telomeric region;GO:0005737//cytoplasmGO:0003677//DNA binding;GO:0005524//ATP binding;GO:0009378//four-way junction helicase activity;GO:0008270//zinc ion binding;GO:0043140//ATP-dependent 3'-5' DNA helicase activity;GO:0003676//nucleic acid bindingGO:0000722//telomere maintenance via recombination;GO:0000724//double-strand break repair via homologous recombinationK10899//ATP-dependent DNA helicase Q1 [EC:3.6.4.12];K10901//bloom syndrome protein [EC:3.6.4.12]DAA05660.1//TPA_exp: sub-telomeric helicase RecQ [Schizosaccharomyces pombe]RecQ type DNA helicase (tlh1), partial mRNA
2541408 NM_001023883.20.15 0.81 2.04 SPBPB2B2.14cGO:0005774//vacuolar membrane;GO:0000324//fungal-type vacuole;GO:0016021//integral component of membraneNA NA NA NP_596860.1//hypothetical protein SPBPB2B2.14c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBPB2B2.14c), partial mRNA
2541409 NM_001021052.2 0.1 0.29 28.04 mug96 GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA NP_595144.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug96 (mug96), partial mRNA

NR_150607.1 NR_150607.1 0 0 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.185), miscRNA
NR_150894.1 NR_150894.1 0.22 0.16 1.31 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.516), miscRNA
NR_150157.1 NR_150157.1 0.25 0.34 0.83 NA GO:0005783//endoplasmic reticulum;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0004843//thiol-dependent ubiquitin-specific protease activityGO:0006511//ubiquitin-dependent protein catabolic process;GO:0016579//protein deubiquitinationK11835//ubiquitin carboxyl-terminal hydrolase 4/11 [EC:3.4.19.12]NP_588530.1//CSN-associated deubiquitinating enzyme Ubp12 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1289), miscRNA
NR_150001.1 NR_150001.1 1.3 0.46 3.19 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1148), miscRNA
NR_151000.1 NR_151000.1 0.15 0.42 0.73 NA GO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0016021//integral component of membrane;GO:0005739//mitochondrionNA GO:0140053//mitochondrial gene expressionNA NP_592883.4//Sad1 interacting factor 3 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.637), miscRNA
NR_150140.1 NR_150140.1 0 0.2 7.42 NA GO:0005829//cytosol;GO:0055087//Ski complex;GO:0005737//cytoplasmNA GO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decayK12600//superkiller protein 3NP_588487.1//Ski complex TPR repeat subunit Ski3 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1273), miscRNA
NR_150474.1 NR_150474.1 0 0.88 0.25 NA GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005739//mitochondrion;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0031072//heat shock protein binding;GO:0051082//unfolded protein binding;GO:0030544//Hsp70 protein bindingGO:0006457//protein folding;GO:0009408//response to heatK09503//DnaJ homolog subfamily A member 2NP_596309.1//DNAJ protein Xdj1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1582), miscRNA
NR_151310.1 NR_151310.1 0.48 0.29 3.86 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.921), miscRNA

2543330 NM_001018180.20.37 0.37 0 SPAC977.08 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000140//acylglycerone-phosphate reductase activity;GO:0016491//oxidoreductase activityGO:0006654//phosphatidic acid biosynthetic processK16066 NP_592771.1//short chain dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative dehydrogenase (SPAC977.08), mRNA
NR_150709.1 NR_150709.1 0.95 1.38 3.65 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.297), miscRNA

2541387 NM_001023875.2 0.5 1.82 0.71 SPBPB2B2.06cGO:0016020//membrane;GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0016787//hydrolase activity;GO:0008253//5'-nucleotidase activity;GO:0000166//nucleotide binding;GO:0016788//hydrolase activity, acting on ester bondsGO:0046085//adenosine metabolic process;GO:0009166//nucleotide catabolic processNA NP_596852.1//phosphoprotein phosphatase (predicted) [Schizosaccharomyces pombe 972h-]putative phosphoprotein phosphatase (SPBPB2B2.06c), mRNA
2542210 NM_001019667.10.51 0.45 13.95 SPAC17A2.10cGO:0005634//nucleus;GO:0031965//nuclear membrane;GO:0005829//cytosol;GO:0016021//integral component of membraneNA NA K11135//Pin2-interacting protein X1NP_594244.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC17A2.10c), partial mRNA
2543135 NM_001020444.2 0.3 0.24 2.18 SPAC869.06cGO:0005739//mitochondrionGO:0046872//metal ion bindingNA K01181//endo-1,4-beta-xylanase [EC:3.2.1.8]NP_595013.1//HHE domain cation binding protein (predicted) [Schizosaccharomyces pombe 972h-]putative cation-binding HHE domain-containing protein (SPAC869.06c), mRNA

NR_150554.1 NR_150554.1 0.35 0.12 1.47 NA GO:0005739//mitochondrionGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0003824//catalytic activityGO:0006807//nitrogen compound metabolic processK01955//carbamoyl-phosphate synthase large subunit [EC:6.3.5.5]XP_013022053.1//arginine specific carbamoyl-phosphate synthase Arg4 [Schizosaccharomyces cryophilus OY26]antisense RNA (predicted) (SPNCRNA.1659), miscRNA
NR_150732.1 NR_150732.1 0.83 0.47 3.34 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.323), miscRNA
NR_150535.1 NR_150535.1 0 0 5.05 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.164), miscRNA

2542935 NM_001020930.20.22 0 3.51 SPBC1348.05GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0005628//prospore membraneGO:0005375//copper ion transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transport;GO:0097430//copper ion import into ascospore-type prosporeK08158;K08157NP_592767.1//membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative transporter (SPBC1348.05), partial mRNA
NR_150611.1 NR_150611.1 0.34 0.34 0.68 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.189), miscRNA
NR_149961.1 NR_149961.1 1.04 1.02 10.84 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1111), miscRNA
NR_150038.1 NR_150038.1 0 0.03 0.11 NA GO:0005829//cytosol;GO:0030428//cell septum;GO:0032153//cell division site;GO:0005826//actomyosin contractile ringGO:0005089//Rho guanyl-nucleotide exchange factor activityGO:0030994//primary cell septum disassembly;GO:0010590//regulation of cell separation after cytokinesis;GO:0035023//regulation of Rho protein signal transduction;GO:0051666//actin cortical patch localization;GO:0000917//division septum assembly;GO:0090334//regulation of cell wall (1->3)-beta-D-glucan biosynthetic processNA NP_588115.1//RhoGEF Rgf3 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1181), miscRNA
NR_150774.1 NR_150774.1 0.35 0 3.04 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.377), miscRNA

14217257 NM_001355853.10.83 1.46 1.26 new22 GO:0005829//cytosolNA NA NA XP_004001735.1//cell surface glycoprotein (predicted), DUF1773 family protein 6 [Schizosaccharomyces pombe 972h-]protein new22 (new22), partial mRNA
NR_151078.1 NR_151078.1 0.18 0.09 0.29 NA NA NA NA NA BAA31744.1//unnamed protein product, partial [Schizosaccharomyces pombe]intergenic RNA (predicted) (SPNCRNA.709), miscRNA

3361183 NM_001355884.10.21 0.76 7.25 SPBPB21E7.02cGO:0005634//nucleus;GO:0005829//cytosolGO:0016787//hydrolase activity;GO:0003824//catalytic activityGO:0008152//metabolic processK03381 XP_004001694.1//phosphoglycerate mutase family [Schizosaccharomyces pombe 972h-]phosphoglycerate mutase family (SPBPB21E7.02c), partial mRNA
2541215 NM_001022410.21.45 2.05 0.12 SPBC887.16 GO:0016021//integral component of membraneNA NA NA NP_596490.1//hypothetical protein SPBC887.16 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC887.16), partial mRNA

NR_150034.1 NR_150034.1 0.06 0.05 0.33 NA GO:0005730//nucleolus;GO:0005829//cytosol;GO:0055087//Ski complex;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0003724//RNA helicase activityGO:0070481//nuclear-transcribed mRNA catabolic process, non-stop decay;GO:0070478//nuclear-transcribed mRNA catabolic process, 3'-5' exonucleolytic nonsense-mediated decayK12599//antiviral helicase SKI2 [EC:3.6.4.-]NP_588095.1//Ski complex RNA helicase Ski2 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1178), miscRNA
NR_151188.1 NR_151188.1 0 0.19 0.57 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.81), miscRNA
NR_150820.1 NR_150820.1 0 0.09 0.4 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl43), miscRNA
NR_150738.1 NR_150738.1 0.04 0 0.72 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.329), miscRNA
NR_150171.1 NR_150171.1 1.77 0.47 2.32 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1300), miscRNA
NR_150501.1 NR_150501.1 0.05 0.03 0.23 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1606), miscRNA
NR_151301.1 NR_151301.1 0.03 0.06 0.38 NA GO:0010008//endosome membrane;GO:0005643//nuclear pore;GO:0051286//cell tip;GO:0030479//actin cortical patch;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0032153//cell division siteGO:0003779//actin binding;GO:0043130//ubiquitin binding;GO:0008092//cytoskeletal protein binding;GO:0030674//protein binding, bridging;GO:0042802//identical protein bindingGO:0007015//actin filament organization;GO:0000147//actin cortical patch assembly;GO:0006897//endocytosisK20046 NP_594213.1//cytoskeletal protein binding protein Sla1 family, Shd1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.913), miscRNA
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NR_151391.1 NR_151391.1 1.08 0.77 4.47 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.996), miscRNA
NR_150819.1 NR_150819.1 0.54 0.17 2.43 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.428), miscRNA
NR_150807.1 NR_150807.1 0.23 0.41 4.57 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.413), miscRNA
NR_150965.1 NR_150965.1 0.82 0.54 0.47 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.604), miscRNA
NR_150108.1 NR_150108.1 0 0.05 0 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1244), miscRNA
NR_150214.1 NR_150214.1 0.6 0.2 0.39 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.134), miscRNA

2542602 NM_001020457.10.02 0.07 0.8 SPAC186.09 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellularGO:0004737//pyruvate decarboxylase activity;GO:0000287//magnesium ion binding;GO:0016831//carboxy-lyase activity;GO:0003677//DNA binding;GO:0008270//zinc ion binding;GO:0003824//catalytic activity;GO:0030976//thiamine pyrophosphate bindingGO:0006090//pyruvate metabolic process;GO:0006091//generation of precursor metabolites and energy;GO:0006351//transcription, DNA-templatedK01568//pyruvate decarboxylase [EC:4.1.1.1]NP_595027.1//pyruvate decarboxylase (predicted) [Schizosaccharomyces pombe 972h-]putative pyruvate decarboxylase (SPAC186.09), partial mRNA
2542947 NM_001355963.1 2.1 1.38 0.5 SPAC11D3.03cNA NA NA NA NP_592800.1//conserved protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC11D3.03c), mRNA

NR_150124.1 NR_150124.1 0.15 0.16 29.43 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1259), miscRNA
NR_150854.1 NR_150854.1 0.16 0.62 2.23 NA NA NA NA NA NA antisense RNA, poly(A)-bearing RNA (predicted) (prl47), miscRNA
NR_150878.1 NR_150878.1 0.28 0.14 2.66 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.500), miscRNA
NR_150409.1 NR_150409.1 0.2 0 0 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1521), miscRNA

3361569 NM_001356211.10.25 0.79 0.63 SPAC186.04cGO:0005634//nucleus;GO:0005829//cytosol;GO:0016021//integral component of membraneGO:0005215//transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transportK03441//aquaglyceroporin related protein, other eukaryoteXP_004001803.1//hypothetical protein SPAC186.04c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC186.04c), mRNA
9844340 NM_001355772.10.06 0.17 0.96 SPBC1348.15GO:0005634//nucleus;GO:0005829//cytosolNA NA NA XP_001713156.1//hypothetical protein SPBC1348.15 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1348.15), partial mRNA
2541891 NM_001018192.20.63 1.32 1.8 str3 GO:0005887//integral component of plasma membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmGO:0015343//siderophore transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0006879//cellular iron ion homeostasis;GO:0055085//transmembrane transport;GO:0033214//iron assimilation by chelation and transport;GO:0015891//siderophore transportK08197 NP_592792.1//siderophore-iron transporter Str3 [Schizosaccharomyces pombe 972h-]siderophore-Fe(3+) transporter Str3 (str3), mRNA
2541578 NM_001019894.20.13 0.1 0 SPAC25B8.05GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0016829//lyase activity;GO:0009982//pseudouridine synthase activityGO:0031119//tRNA pseudouridine synthesis;GO:1990481//mRNA pseudouridine synthesisK01855//tRNA pseudouridine38/39 synthase [EC:5.4.99.45]NP_594465.1//tRNA-pseudouridine synthase (predicted) [Schizosaccharomyces pombe 972h-]putative tRNA-pseudouridine synthase (SPAC25B8.05), mRNA
2541821 NM_001018191.20.29 1.04 1.29 SPAC1F8.02cGO:0005783//endoplasmic reticulum;GO:0031362//anchored component of external side of plasma membrane;GO:0005886//plasma membraneGO:0020037//heme bindingGO:1904334//heme import across plasma membraneNA NP_592791.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1F8.02c), mRNA

NR_151306.1 NR_151306.1 0.12 0.06 4.21 NA GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatin;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0061630//ubiquitin protein ligase activity;GO:0005524//ATP binding;GO:0008270//zinc ion binding;GO:0004386//helicase activity;GO:0140083//protein-DNA unloading ATPase activity;GO:0004003//ATP-dependent DNA helicase activityGO:1990505//mitotic DNA replication maintenance of fidelity;GO:0042262//DNA protection;GO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0000724//double-strand break repair via homologous recombination;GO:0032435//negative regulation of proteasomal ubiquitin-dependent protein catabolic processK15083 NP_594246.1//ATP-dependent DNA helicase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.918), miscRNA
5802837 NM_001355850.10.06 0.17 0.96 SPBCPT2R1.03GO:0005634//nucleus;GO:0005829//cytosolNA NA NA XP_001713156.1//hypothetical protein SPBC1348.15 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBCPT2R1.03), partial mRNA
2543401 NM_001019425.20.16 0.21 6.49 SPAPB1A11.03GO:0005634//nucleus;GO:0005758//mitochondrial intermembrane spaceGO:0050040//lactate 2-monooxygenase activity;GO:0004460//L-lactate dehydrogenase (cytochrome) activity;GO:0010181//FMN binding;GO:0016491//oxidoreductase activityGO:0006089//lactate metabolic process;GO:1990748//cellular detoxificationK00467//lactate 2-monooxygenase [EC:1.13.12.4]NP_593999.1//L-lactate dehydrogenase (cytochrome) [Schizosaccharomyces pombe 972h-]L-lactate dehydrogenase (cytochrome) (SPAPB1A11.03), mRNA

NR_151437.1 NR_151437.1 0 0 0.33 NA NA NA NA NA OBZ62712.1//hypothetical protein A0H81_15016 [Grifola frondosa]5.8S ribosomal RNA (SPRRNA.51), rRNA
NR_151418.1 NR_151418.1 0 0.11 1.24 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.32), rRNA
NR_151438.1 NR_151438.1 0 0 0.33 NA NA NA NA NA OBZ62712.1//hypothetical protein A0H81_15016 [Grifola frondosa]5.8S ribosomal RNA (SPRRNA.52), rRNA
NR_151436.1 NR_151436.1 0 0 0.33 NA NA NA NA NA OBZ62712.1//hypothetical protein A0H81_15016 [Grifola frondosa]5.8S ribosomal RNA (SPRRNA.50), rRNA
NR_150772.1 NR_150772.1 0 0 0.2 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.374), miscRNA
NR_149997.1 NR_149997.1 0.14 0 0.21 NA GO:0005856//cytoskeleton;GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000828//inositol hexakisphosphate kinase activity;GO:0051537//2 iron, 2 sulfur cluster binding;GO:0005524//ATP binding;GO:0033857//diphosphoinositol-pentakisphosphate kinase activity;GO:0052724//inositol hexakisphosphate 3-kinase activity;GO:0003993//acid phosphatase activity;GO:0052723//inositol hexakisphosphate 1-kinase activity;GO:0000831//inositol hexakisphosphate 6-kinase activity;GO:0000832//inositol hexakisphosphate 5-kinase activity;GO:0000830//inositol hexakisphosphate 4-kinase activity;GO:0101011//inositol 1-diphosphate 2,3,4,5,6-pentakisphosphate 1-diphosphatase activity;GO:0000829//inositol heptakisphosphate kinase activity;GO:0101012//inositol 1,5-bisdiphosphate 2,3,4,6-tetrakisphosphate 1-diphosphatase activityGO:0001558//regulation of cell growth;GO:0070507//regulation of microtubule cytoskeleton organization;GO:0051516//regulation of bipolar cell growth;GO:0006020//inositol metabolic process;GO:0032958//inositol phosphate biosynthetic processNA NP_587877.1//inositol hexakisphosphate kinase/inositol pyrophosphate synthase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1144), miscRNA

2539605 NM_001022388.20.19 0.21 0.87 SPBC1105.13cGO:0005783//endoplasmic reticulum;GO:0005737//cytoplasmNA NA NA NP_596469.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1105.13c), mRNA
2541438 NM_001018507.2 0 0.2 0 ssr3 GO:0005634//nucleus;GO:0016586//RSC-type complex;GO:0005829//cytosol;GO:0016514//SWI/SNF complex;GO:0005669//transcription factor TFIID complex;GO:0000790//nuclear chromatinGO:0003677//DNA binding;GO:0000991//transcription factor activity, core RNA polymerase II binding;GO:0003713//transcription coactivator activity;GO:0008134//transcription factor bindingGO:0006338//chromatin remodeling;GO:0006351//transcription, DNA-templated;GO:0006352//DNA-templated transcription, initiation;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0016569//covalent chromatin modification;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006367//transcription initiation from RNA polymerase II promoter;GO:0051123//RNA polymerase II transcriptional preinitiation complex assemblyK11650//SWI/SNF-related matrix-associated actin-dependent regulator of chromatin subfamily DNP_593110.1//SWI/SNF and RSC complex subunit Ssr3 [Schizosaccharomyces pombe 972h-]SWI/SNF and RSC complex subunit Ssr3 (ssr3), mRNA
2542569 NM_001020456.10.17 0.04 0.35 SPAC186.08cGO:0005634//nucleus;GO:0005829//cytosolGO:0004459//L-lactate dehydrogenase activityGO:0019752//carboxylic acid metabolic process;GO:0006089//lactate metabolic process;GO:1990748//cellular detoxification;GO:0005975//carbohydrate metabolic processK00016//L-lactate dehydrogenase [EC:1.1.1.27]NP_595026.1//L-lactate dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative L-lactate dehydrogenase (SPAC186.08c), partial mRNA

NR_150202.1 NR_150202.1 0 0.15 2.57 NA GO:0005634//nucleus;GO:0005829//cytosolGO:1990412//hercynylselenocysteine lyase activity (selenoneine-forming);GO:0008483//transaminase activity;GO:1990411//hercynylcysteine sulfoxide lyase activity (ergothioneine-forming)GO:0052699//ergothioneine biosynthetic process;GO:1903257//selenoneine biosynthetic processK20247//hercynylcysteine S-oxide lyase [EC:4.4.1.36]NP_595091.1//aminotransferase (predicted) [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1329), miscRNA
NR_150650.1 NR_150650.1 0 0 0 NA NA NA NA NA NA non-coding RNA, centromeric (predicted) (SPNCRNA.233), miscRNA

2540043 NM_001020987.1 0 0.14 0.06 mfr1 GO:0005634//nucleus;GO:0005737//cytoplasm;GO:0005680//anaphase-promoting complexGO:0097027//ubiquitin-protein transferase activator activity;GO:0010997//anaphase-promoting complex binding;GO:1990757//ubiquitin ligase activator activity;GO:0030332//cyclin bindingGO:0030435//sporulation resulting in formation of a cellular spore;GO:0010697//negative regulation of spindle pole body separation;GO:0051446//positive regulation of meiotic cell cycle;GO:0075296//positive regulation of ascospore formation;GO:1904668//positive regulation of ubiquitin protein ligase activity;GO:1902426//deactivation of mitotic spindle assembly checkpoint;GO:2000060//positive regulation of protein ubiquitination involved in ubiquitin-dependent protein catabolic process;GO:0031145//anaphase-promoting complex-dependent catabolic process;GO:0051321//meiotic cell cycle;GO:1905190//negative regulation of metaphase/anaphase transition of meiosis IIK03364//cell division cycle 20-like protein 1, cofactor of APC complexNP_595081.1//fizzy-related protein Mfr1 [Schizosaccharomyces pombe 972h-]Fzy-like protein Mfr1 (mfr1), partial mRNA
2542600 NM_001020455.10.17 0.38 2.74 SPAC186.07cGO:0005634//nucleus;GO:0005829//cytosolGO:0016616//oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;GO:0051287//NAD bindingNA K03778//D-lactate dehydrogenase [EC:1.1.1.28]NP_595025.1//hydroxyacid dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative hydroxyacid dehydrogenase (SPAC186.07c), partial mRNA

NR_149934.1 NR_149934.1 0.13 0.12 1.69 NA GO:0031160//spore wall;GO:0005783//endoplasmic reticulum;GO:0005576//extracellular regionGO:0004553//hydrolase activity, hydrolyzing O-glycosyl compounds;GO:0030246//carbohydrate binding;GO:0044654//starch alpha-glucosidase activity;GO:0032450//maltose alpha-glucosidase activity;GO:0090599//alpha-glucosidase activityGO:0005975//carbohydrate metabolic process;GO:0000025//maltose catabolic process;GO:0016052//carbohydrate catabolic processK01187//alpha-glucosidase [EC:3.2.1.20]XP_001713119.1//alpha-glucosidase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1087), miscRNA
5802889 NM_001356063.1 0 0 13.45 gon7 GO:0000408//EKC/KEOPS complex;GO:0000784//nuclear chromosome, telomeric regionNA GO:0002949//tRNA threonylcarbamoyladenosine modification;GO:0006355//regulation of transcription, DNA-templated;GO:0006351//transcription, DNA-templatedNA XP_001713066.1//EKC/KEOPS complex subunit Gon7 (predicted) [Schizosaccharomyces pombe 972h-]putative EKC/KEOPS complex subunit Gon7 (gon7), mRNA
2542618 NM_001020246.20.19 0.24 0.52 rec24 GO:0005634//nucleus;GO:0005829//cytosolNA GO:0007131//reciprocal meiotic recombination;GO:0042138//meiotic DNA double-strand break formation;GO:0007059//chromosome segregation;GO:0006310//DNA recombinationNA NP_594817.1//meiotic recombination protein Rec24 [Schizosaccharomyces pombe 972h-]meiotic recombination protein Rec24 (rec24), partial mRNA

NR_150641.1 NR_150641.1 0 0.13 0.29 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.222), miscRNA
NR_150238.1 NR_150238.1 0.03 0.06 0.78 NA GO:0005739//mitochondrionNA NA NA NP_595188.2//sequence orphan [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1362), miscRNA
NR_150003.1 NR_150003.1 2.48 0 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.115), miscRNA
NR_150192.1 NR_150192.1 1.73 2.18 3.61 NA GO:0005634//nucleus;GO:0030998//linear elementNA GO:0007131//reciprocal meiotic recombination;GO:0031619//homologous chromosome orientation involved in meiotic metaphase I plate congressionNA NP_588229.1//meiotic recombination protein Rec7 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (tos3), miscRNA
NR_150600.1 NR_150600.1 0.06 0 1.86 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.175), miscRNA

2541254 NM_001021476.1 0 0 0 mde3 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0010468//regulation of gene expression;GO:0030437//ascospore formation;GO:0035556//intracellular signal transductionK12765 NP_595581.1//serine/threonine protein kinase, meiotic Mde3 [Schizosaccharomyces pombe 972h-]serine/threonine protein kinase Mde3 (mde3), partial mRNA
NR_150727.1 NR_150727.1 0.1 0.31 1.52 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.318), miscRNA
NR_150749.1 NR_150749.1 0.29 0.04 0.83 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.346), miscRNA

2542672 NM_001019580.152.89 40.51 49.19 Tf2-4 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003964//RNA-directed DNA polymerase activity;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0004519//endonuclease activity;GO:0004190//aspartic-type endopeptidase activityGO:0015074//DNA integration;GO:0006310//DNA recombinationK07497 NP_593347.1//retrotransposable element [Schizosaccharomyces pombe 972h-]retrotransposable element (Tf2-4), partial mRNA
NR_150777.1 NR_150777.1 0.1 0.2 2.28 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.380), miscRNA
NR_150971.1 NR_150971.1 0 0.03 0.06 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0016616//oxidoreductase activity, acting on the CH-OH group of donors, NAD or NADP as acceptor;GO:0051287//NAD bindingNA K03778//D-lactate dehydrogenase [EC:1.1.1.28]NP_595025.1//hydroxyacid dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (prl61), miscRNA
NR_150596.1 NR_150596.1 0 0.09 0 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (meu11), miscRNA

2541833 NM_001019410.2 0 0 0 Tf2-3 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003964//RNA-directed DNA polymerase activity;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0004519//endonuclease activity;GO:0004190//aspartic-type endopeptidase activityGO:0015074//DNA integration;GO:0006310//DNA recombinationK07497 NP_587955.1//retrotransposable element [Schizosaccharomyces pombe 972h-]retrotransposable element (Tf2-3), partial mRNA
2540646 NM_001021775.21.83 4.87 0 mag2 GO:0005634//nucleus;GO:0032993//protein-DNA complexGO:0052821//DNA-7-methyladenine glycosylase activity;GO:0032131//alkylated DNA binding;GO:0043916//DNA-7-methylguanine glycosylase activity;GO:0016798//hydrolase activity, acting on glycosyl bonds;GO:0003905//alkylbase DNA N-glycosylase activity;GO:0003684//damaged DNA binding;GO:0008725//DNA-3-methyladenine glycosylase activity;GO:0052822//DNA-3-methylguanine glycosylase activity;GO:0052820//DNA-1,N6-ethenoadenine N-glycosylase activityGO:0006307//DNA dealkylation involved in DNA repair;GO:0045007//depurination;GO:0006285//base-excision repair, AP site formationK01247 NP_595869.1//DNA-3-methyladenine glycosidase Mag2 [Schizosaccharomyces pombe 972h-]DNA-3-methyladenine glycosidase Mag2 (mag2), mRNA

NR_150159.1 NR_150159.1 0 0 0 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1290), miscRNA
NR_150995.1 NR_150995.1 0 0 1.19 NA GO:0000124//SAGA complex;GO:0035267//NuA4 histone acetyltransferase complex;GO:0005634//nucleus;GO:0046695//SLIK (SAGA-like) complexGO:0004402//histone acetyltransferase activity;GO:0016301//kinase activityGO:0006281//DNA repair;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0016573//histone acetylationK08874//transformation/transcription domain-associated proteinNP_592862.1//phosphatidylinositol kinase-related protein Tra2 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.632), miscRNA
NR_150699.1 NR_150699.1 0 0 37.61 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.286), miscRNA
NR_150693.1 NR_150693.1 0 0 0 NA NA NA NA NA NA non-coding RNA, poly(A) bearing (predicted) (prl28), miscRNA
NR_149915.1 NR_149915.1 0 0 3.62 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.107), miscRNA
NR_150740.1 NR_150740.1 3.13 1.45 3.81 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.332), miscRNA
NR_151090.1 NR_151090.1 0 0 0.56 NA GO:0005634//nucleus;GO:0005730//nucleolus;GO:0019185//snRNA-activating protein complexGO:0003677//DNA binding;GO:0000981//RNA polymerase II transcription factor activity, sequence-specific DNA binding;GO:0043565//sequence-specific DNA binding;GO:0044212//transcription regulatory region DNA binding;GO:0001135//transcription factor activity, RNA polymerase II transcription factor recruitingGO:0006363//termination of RNA polymerase I transcription;GO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0030154//cell differentiationNA BAA06535.1//hypothetical protein [Schizosaccharomyces pombe]antisense RNA (predicted) (SPNCRNA.72), miscRNA
NR_150615.1 NR_150615.1 0.15 0 0.85 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.193), miscRNA
NR_151242.1 NR_151242.1 0 0 4.91 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.86), miscRNA
NR_150933.1 NR_150933.1 0 0 1.42 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasm;GO:1904564//Nbp35-Cfd1 ATPase complexGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0005506//iron ion binding;GO:0051539//4 iron, 4 sulfur cluster binding;GO:0016887//ATPase activityGO:0002098//tRNA wobble uridine modification;GO:0016226//iron-sulfur cluster assemblyK16261;K14012//UBX domain-containing protein 1;K03593//ATP-binding protein involved in chromosome partitioningNP_594626.1//iron-sulfur cluster assembly ATPase Nbp35 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.563), miscRNA
NR_150843.1 NR_150843.1 0 0 1.27 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.456), miscRNA
NR_150702.1 NR_150702.1 0 0.02 0 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (meu19), miscRNA
NR_150940.1 NR_150940.1 0.09 1.87 1.6 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing RNA (predicted) (prl57), miscRNA
NR_151008.1 NR_151008.1 0 0 1.07 NA GO:0031965//nuclear membrane;GO:0005783//endoplasmic reticulum;GO:0031301//integral component of organelle membrane;GO:0005794//Golgi apparatus;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmNA GO:0048288//nuclear membrane fusion involved in karyogamy;GO:0000742//karyogamy involved in conjugation with cellular fusionNA Q09684.2//RecName: Full=Nuclear fusion protein tht1; AltName: Full=Twin horsetail protein 1; Flags: Precursorintergenic RNA (predicted) (SPNCRNA.644), miscRNA
NR_150295.1 NR_150295.1 0.43 1.38 0.48 NA GO:0005759//mitochondrial matrix;GO:0005739//mitochondrionGO:0005506//iron ion binding;GO:0051536//iron-sulfur cluster bindingGO:0097428//protein maturation by iron-sulfur cluster transfer;GO:0016226//iron-sulfur cluster assembly;GO:0006880//intracellular sequestering of iron ionK22074//NFU1 iron-sulfur cluster scaffold homolog, mitochondrialNP_595452.2//NifU-like protein (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1414), miscRNA
NR_150886.1 NR_150886.1 0 0 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.508), miscRNA
NR_150624.1 NR_150624.1 0 0 3.93 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.202), miscRNA

14217636 NM_001355782.1 0 0 5.34 SPBC3E7.17 NA NA NA NA XP_004001719.1//hypothetical protein SPBC3E7.17 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC3E7.17), partial mRNA
NR_150842.1 NR_150842.1 0 2.26 3.8 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.455), miscRNA

2540004 NM_001021691.1 0 0 0 mcp4 GO:0005737//cytoplasm;GO:0005628//prospore membraneNA GO:0140043//lipid droplet localization to prospore membrane leading edge;GO:0007015//actin filament organization;GO:0051321//meiotic cell cycleNA NP_595790.1//prospore membrane protein Mcp4/Mug101 [Schizosaccharomyces pombe 972h-]protein Mcp4/Mug101 (mcp4), partial mRNA
NR_150125.1 NR_150125.1 0 0 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.126), miscRNA
NR_150064.1 NR_150064.1 0 0.27 1.35 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0003723//RNA binding;GO:0008270//zinc ion bindingGO:0006406//mRNA export from nucleusNA NP_588231.1//RNA export factor Rsm1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1204), miscRNA
NR_150936.1 NR_150936.1 0 0 1.42 NA GO:0005938//cell cortex;GO:0005739//mitochondrion;GO:0030981//cortical microtubule cytoskeletonGO:0015631//tubulin binding;GO:0043495//protein membrane anchor;GO:0106006//microtubule cortical anchor activity;GO:0005543//phospholipid bindingGO:0051012//microtubule sliding;GO:0000226//microtubule cytoskeleton organization;GO:0030989//dynein-driven meiotic oscillatory nuclear movement;GO:0007059//chromosome segregation;GO:0000001//mitochondrion inheritance;GO:0032065//cortical protein anchoring;GO:0034613//cellular protein localization;GO:0032118//horsetail-astral microtubule organization;GO:0000266//mitochondrial fissionK17978 NP_595354.1//cortical anchoring factor for dynein Mcp5/Num1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.566), miscRNA
NR_150051.1 NR_150051.1 0 0 0.15 NA GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_588175.1//hypothetical protein SPCC622.03c [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1193), miscRNA
NR_150453.1 NR_150453.1 0 0 0.76 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1562), miscRNA
NR_151300.1 NR_151300.1 0 0.04 0 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.912), miscRNA
NR_150672.1 NR_150672.1 2.42 3.27 11.16 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl26), miscRNA
NR_151396.1 NR_151396.1 0 0.58 0.99 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.04), rRNA

2541017 NM_001021243.2 0 0 7.08 iki3 GO:0005634//nucleus;GO:0005829//cytosol;GO:0033588//Elongator holoenzyme complexGO:0042802//identical protein binding;GO:0000049//tRNA bindingGO:0006357//regulation of transcription from RNA polymerase II promoter;GO:0006355//regulation of transcription, DNA-templated;GO:0002926//tRNA wobble base 5-methoxycarbonylmethyl-2-thiouridinylation;GO:0006351//transcription, DNA-templated;GO:0015031//protein transport;GO:0140018//regulation of cytoplasmic translational fidelityK11373//elongator complex protein 1NP_595335.1//elongator subunit Iki3 (predicted) [Schizosaccharomyces pombe 972h-]putative elongator subunit Iki3 (iki3), mRNA
14217544 NM_001355896.1 0 0.08 5.54 SPBPB21E7.10NA NA NA NA XP_004001695.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBPB21E7.10), mRNA
2540867 NM_001022028.2 4.4 1.09 6.4 SPBC4F6.11cGO:0005634//nucleus;GO:0005829//cytosolGO:0042803//protein homodimerization activity;GO:0004066//asparagine synthase (glutamine-hydrolyzing) activityGO:0006541//glutamine metabolic process;GO:0006529//asparagine biosynthetic processNA NP_596111.1//asparagine synthase (predicted) [Schizosaccharomyces pombe 972h-]putative asparagine synthase (SPBC4F6.11c), mRNA

NR_149849.1 NR_149849.1 0 0 9.78 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.101), miscRNA
NR_151352.1 NR_151352.1 0 0 1.25 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.96), miscRNA
NR_151433.1 NR_151433.1 0 0 0 NA NA NA NA NA SCV72918.1//BQ2448_8156 [Microbotryum intermedium]28S ribosomal RNA (SPRRNA.47), rRNA

3361179 NM_001020946.1 0 0 1.34 SPBPB21E7.05NA NA NA NA NP_001018771.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBPB21E7.05), partial mRNA
NR_150438.1 NR_150438.1 0.91 1.32 6.92 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1549), miscRNA
NR_150720.1 NR_150720.1 0 0 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.310), miscRNA
NR_150366.1 NR_150366.1 0 0 0.93 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.148), miscRNA
NR_150236.1 NR_150236.1 0 0 9.35 NA GO:0005829//cytosol;GO:0005737//cytoplasmGO:0005524//ATP binding;GO:0004055//argininosuccinate synthase activityGO:0000053//argininosuccinate metabolic process;GO:0006526//arginine biosynthetic process;GO:0000050//urea cycleK01940//argininosuccinate synthase [EC:6.3.4.5]NP_595183.1//argininosuccinate synthase (predicted) [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1360), miscRNA
NR_150022.1 NR_150022.1 0 0 0 NA GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0003729//mRNA binding;GO:0004004//ATP-dependent RNA helicase activity;GO:0005524//ATP binding;GO:0004386//helicase activity;GO:0003676//nucleic acid bindingGO:0006396//RNA processing;GO:0006397//mRNA processingK13026//ATP-dependent RNA helicase DHX57 [EC:3.6.4.13]NP_588050.1//ATP-dependent RNA helicase Ucp12 (predicted) [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.1167), miscRNA

2542627 NM_001020460.1 0 0.23 0 SPAC750.04cGO:0031965//nuclear membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_592775.1//hypothetical protein SPAC977.02 [Schizosaccharomyces pombe 972h-]transmembrane helix domain-containing protein (SPAC750.04c), partial mRNA
NR_151415.1 NR_151415.1 0.23 0 0 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.29), rRNA

2539422 NM_001023270.10.68 0 0 SPCC417.03 NA NA NA NA NP_588280.1//hypothetical protein SPCC417.03 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC417.03), partial mRNA
14217616 NM_001355904.1 0.2 0 1.84 new14 NA NA NA NA XP_004001698.1//hypothetical protein SPBC839.20 [Schizosaccharomyces pombe 972h-]uncharacterized protein SPBC839.20 (new14), partial mRNA
2539330 NM_001023219.20.98 0.21 0 rec7 GO:0005634//nucleus;GO:0030998//linear elementNA GO:0007131//reciprocal meiotic recombination;GO:0031619//homologous chromosome orientation involved in meiotic metaphase I plate congressionNA NP_588229.1//meiotic recombination protein Rec7 [Schizosaccharomyces pombe 972h-]meiotic recombination protein Rec7 (rec7), partial mRNA
2542859 NM_001018240.1 0 0.16 0.15 SPAC13G6.13NA NA NA NA NP_592839.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC13G6.13), partial mRNA
2543096 NM_001018177.11.42 0.87 9.99 SPAC977.05cGO:0005783//endoplasmic reticulum;GO:0005829//cytosolNA NA NA NP_592777.1//conserved fungal family [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC977.05c), partial mRNA

NR_150571.1 NR_150571.1 0 0 0 NA GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0050225//pseudouridine kinase activity;GO:0005524//ATP binding;GO:0016301//kinase activity;GO:0016773//phosphotransferase activity, alcohol group as acceptor;GO:0004730//pseudouridylate synthase activity;GO:0016798//hydrolase activity, acting on glycosyl bondsGO:0006213//pyrimidine nucleoside metabolic process;GO:0001522//pseudouridine synthesisK16330//pseudouridylate synthase / pseudouridine kinase [EC:4.2.1.70 2.7.1.83]NP_596722.1//carbohydrate kinase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1675), miscRNA
NR_150450.1 NR_150450.1 0 0 0.24 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.156), miscRNA
NR_150270.1 NR_150270.1 0 0 0 NA GO:0016021//integral component of membraneNA NA NA XP_004001701.1//hypothetical protein SPBC36.13 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1391), miscRNA
NR_151221.1 NR_151221.1 0 1.28 0.87 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.84), miscRNA
NR_150808.1 NR_150808.1 0.49 0.49 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.414), miscRNA
NR_150449.1 NR_150449.1 0.03 0.5 0 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1559), miscRNA

2541410 NM_001023886.1 0 0.23 4.21 SPBPB2B2.17cGO:0031965//nuclear membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_596863.1//hypothetical protein SPBPB2B2.17c [Schizosaccharomyces pombe 972h-]transmembrane helix domain-containing protein (SPBPB2B2.17c), partial mRNA
NR_150036.1 NR_150036.1 0 0 2.16 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.118), miscRNA
NR_149901.1 NR_149901.1 0 0 0.18 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1057), miscRNA
NR_151269.1 NR_151269.1 0 0 3.02 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.884), miscRNA
NR_150776.1 NR_150776.1 0 0 4.64 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl38), miscRNA
NR_150300.1 NR_150300.1 0 0 17.81 NA GO:0035861//site of double-strand break;GO:0005634//nucleus;GO:0005829//cytosolNA GO:0006310//DNA recombinationNA NP_595466.1//recombination protein Saw1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1419), miscRNA
NR_150764.1 NR_150764.1 0.1 0 0 NA NA NA NA NA NA non-coding RNA, centromeric (predicted) (SPNCRNA.367), miscRNA
NR_150114.1 NR_150114.1 0.59 0 6 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.125), miscRNA
NR_150871.1 NR_150871.1 1.14 0 8.61 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.490), miscRNA
NR_150632.1 NR_150632.1 0 0.37 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.213), miscRNA
NR_151266.1 NR_151266.1 0 0 0 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.881), miscRNA
NR_151411.1 NR_151411.1 0 0 0 NA NA NA NA NA ORY72880.1//hypothetical protein BCR37DRAFT_353153 [Protomyces lactucaedebilis]5S ribosomal RNA (SPRRNA.24), rRNA

2539346 NM_001023556.2 0 0 186.77 SPCC569.04 NA NA NA NA NP_588569.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPCC569.04), mRNA
NR_150773.1 NR_150773.1 0.27 0.6 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.376), miscRNA
NR_151059.1 NR_151059.1 0 0 0 NA GO:0000329//fungal-type vacuole membrane;GO:0071627//integral component of fungal-type vacuolar membrane;GO:0016021//integral component of membraneGO:0015179//L-amino acid transmembrane transporter activity;GO:0034639//L-amino acid efflux transmembrane transporter activityGO:0032974//amino acid transmembrane export from vacuole;GO:1902475//L-alpha-amino acid transmembrane transport;GO:0006914//autophagyK06902 NP_593093.1//vacuolar amino acid efflux transporter Atg22 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.691), miscRNA
NR_150080.1 NR_150080.1 0 0 1.5 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1219), miscRNA

2539720 NM_001021793.20.51 0 0 rec15 GO:0005634//nucleusNA GO:0007165//signal transduction;GO:0007131//reciprocal meiotic recombination;GO:0007059//chromosome segregationNA NP_595887.1//meiotic recombination protein Rec15 [Schizosaccharomyces pombe 972h-]meiotic recombination protein Rec15 (rec15), partial mRNA
NR_151151.1 NR_151151.1 0 1.85 5.78 NA GO:0016021//integral component of membrane;GO:0005739//mitochondrion;GO:0031305//integral component of mitochondrial inner membraneNA GO:0033617//mitochondrial respiratory chain complex IV assembly;GO:0036444//mitochondrial calcium uptakeK15710//E3 ubiquitin-protein ligase SHPRH [EC:3.6.4.- 2.3.2.27];K00015NP_593550.1//DUF1640 family protein [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.776), miscRNA
NR_150479.1 NR_150479.1 5.03 7.47 11.29 NA GO:0005634//nucleus;GO:0071958//new mitotic spindle pole body;GO:0044732//mitotic spindle pole body;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004672//protein kinase activityGO:0023014//signal transduction by protein phosphorylation;GO:0010973//positive regulation of division septum assembly;GO:0031028//septation initiation signaling;GO:1902542//regulation of protein localization to mitotic spindle pole body;GO:0032147//activation of protein kinase activity;GO:0031098//stress-activated protein kinase signaling cascade;GO:0042981//regulation of apoptotic processK06683 NP_596340.1//serine/threonine protein kinase Cdc7 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1587), miscRNA
NR_149882.1 NR_149882.1 0 0 1.14 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.104), miscRNA

3361218 NM_001021644.3 0 0 0 Tf2-9 GO:0005634//nucleus;GO:0005737//cytoplasmGO:0003964//RNA-directed DNA polymerase activity;GO:0003723//RNA binding;GO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0004519//endonuclease activity;GO:0004190//aspartic-type endopeptidase activityGO:0015074//DNA integration;GO:0006310//DNA recombinationK07497 NP_593347.1//retrotransposable element [Schizosaccharomyces pombe 972h-]retrotransposable element (Tf2-9), partial mRNA
NR_150847.1 NR_150847.1 0 0.84 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.460), miscRNA
NR_151403.1 NR_151403.1 0 0 0 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.13), rRNA
NR_150333.1 NR_150333.1 0 3.34 0.81 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0004032//alditol:NADP+ 1-oxidoreductase activity;GO:0032867//L-arabinose:NADP reductase activity;GO:0016491//oxidoreductase activityGO:0019568//arabinose catabolic processK19654;K18097NP_595666.1//xylose and arabinose reductase (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1449), miscRNA
NR_151426.1 NR_151426.1 0 0 0 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.40), rRNA
NR_150912.1 NR_150912.1 6.93 4.31 18.03 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.539), miscRNA
NR_149879.1 NR_149879.1 0 0.21 9.58 NA GO:0005759//mitochondrial matrix;GO:0005761//mitochondrial ribosome;GO:0005743//mitochondrial inner membrane;GO:0005739//mitochondrionGO:0043022//ribosome binding;GO:0005525//GTP binding;GO:0003924//GTPase activityGO:0006412//translation;GO:0070131//positive regulation of mitochondrial translation;GO:0045727//positive regulation of translationK21594//translation factor GUF1, mitochondrial [EC:3.6.5.-]NP_594788.2//mitochondrial GTPase involved in translation Guf1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1037), miscRNA
NR_149970.1 NR_149970.1 0 0 5.24 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.112), miscRNA
NR_150735.1 NR_150735.1 0.07 0.07 1.77 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.326), miscRNA

14217573 NM_001356012.1 0 0 8.04 SPBC713.13 GO:0016021//integral component of membraneNA NA NA XP_004001702.1//hypothetical protein SPBC713.13 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC713.13), mRNA
5802943 NM_001356145.11.37 0 0 SPAC27E2.12GO:0031965//nuclear membrane;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA GO:0051321//meiotic cell cycleNA XP_001713098.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC27E2.12), partial mRNA

NR_150786.1 NR_150786.1 0.17 0 0.2 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl39), miscRNA
NR_150665.1 NR_150665.1 0.49 0 95.77 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.252), miscRNA

3361175 NM_001355804.1 0 0 0.16 SPBC1348.13GO:0005739//mitochondrionGO:0003723//RNA binding;GO:0003677//DNA binding;GO:0004536//deoxyribonuclease activity;GO:0004519//endonuclease activityGO:0034337//RNA folding;GO:0000372//Group I intron splicing;GO:0006259//DNA metabolic process;GO:0006314//intron homingK02256//cytochrome c oxidase subunit 1 [EC:1.9.3.1]XP_004001693.1//hypothetical protein SPBC1348.13 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBC1348.13), partial mRNA
2541718 NM_001020934.10.01 0 0.75 SPBC1348.09GO:0005634//nucleus;GO:0005829//cytosol;GO:0005737//cytoplasmGO:0000140//acylglycerone-phosphate reductase activity;GO:0016491//oxidoreductase activityGO:0006654//phosphatidic acid biosynthetic processK16066 NP_592771.1//short chain dehydrogenase (predicted) [Schizosaccharomyces pombe 972h-]putative dehydrogenase (SPBC1348.09), partial mRNA

NR_150169.1 NR_150169.1 0 0 0 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing (predicted) (prl13), miscRNA
NR_151074.1 NR_151074.1 0 0 0 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005576//extracellular regionGO:0050660//flavin adenine dinucleotide binding;GO:0051698//saccharopine oxidase activityGO:0019477//L-lysine catabolic processK00306//sarcosine oxidase / L-pipecolate oxidase [EC:1.5.3.1 1.5.3.7];K17833NP_593171.1//L-saccharopine oxidase [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.705), miscRNA
NR_149834.1 NR_149834.1 0 0 1.07 NA NA NA NA NA NA non-coding RNA Meu3 (meu3), miscRNA

2543299 NM_001020003.2 0 0 1.06 SPAC9E9.01 GO:0016021//integral component of membraneNA NA NA NP_594574.1//hypothetical protein SPAC9E9.01 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC9E9.01), partial mRNA
NR_150576.1 NR_150576.1 0 0 0.71 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.168), miscRNA
NR_150841.1 NR_150841.1 0 0.94 1.57 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.454), miscRNA

2539498 NM_001023110.2 0 3.04 0 mug117 GO:0005783//endoplasmic reticulum;GO:0005829//cytosol;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0005739//mitochondrion;GO:0005737//cytoplasmGO:0003723//RNA binding;GO:0052927//CTP:tRNA cytidylyltransferase activity;GO:0005524//ATP binding;GO:0052928//CTP:3'-cytidine-tRNA cytidylyltransferase activity;GO:0052929//ATP:3'-cytidine-cytidine-tRNA adenylyltransferase activityGO:0030435//sporulation resulting in formation of a cellular spore;GO:0007059//chromosome segregation;GO:0051321//meiotic cell cycle;GO:0001680//tRNA 3'-terminal CCA additionNA NP_588120.1//mug117 protein [Schizosaccharomyces pombe 972h-]protein mug117 (mug117), partial mRNA
NR_150915.1 NR_150915.1 0 0.29 0.3 NA GO:0005634//nucleus;GO:0005783//endoplasmic reticulum;GO:0005739//mitochondrion;GO:0005789//endoplasmic reticulum membrane;GO:0005737//cytoplasmGO:0046872//metal ion binding;GO:0005524//ATP binding;GO:0031072//heat shock protein binding;GO:0051082//unfolded protein binding;GO:0030544//Hsp70 protein bindingGO:0006457//protein folding;GO:0009408//response to heatK09503//DnaJ homolog subfamily A member 2NP_596309.1//DNAJ protein Xdj1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.541), miscRNA
NR_151416.1 NR_151416.1 0 0 1.11 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.30), rRNA
NR_150958.1 NR_150958.1 2.58 5.2 10.2 NA NA NA NA NA BAA19215.1//unnamed protein product [Schizosaccharomyces pombe]non-coding RNA (predicted) (SPNCRNA.586), miscRNA
NR_150903.1 NR_150903.1 0 0 1.71 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.526), miscRNA
NR_151299.1 NR_151299.1 0 0 123.68 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.911), miscRNA
NR_150669.1 NR_150669.1 0.59 0.48 0.11 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.256), miscRNA

2539483 NM_001023213.10.63 2.72 1.8 cuf2 GO:0005634//nucleus;GO:0005829//cytosol;GO:0000790//nuclear chromatinGO:0000982//transcription factor activity, RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0000978//RNA polymerase II proximal promoter sequence-specific DNA binding;GO:0003677//DNA binding;GO:0005507//copper ion binding;GO:0001202//RNA polymerase II transcription factor activity, copper ion regulated proximal promoter sequence-specific DNA bindingGO:0006879//cellular iron ion homeostasis;GO:0006878//cellular copper ion homeostasis;GO:0045944//positive regulation of transcription from RNA polymerase II promoter;GO:0006351//transcription, DNA-templated;GO:0010672//regulation of transcription from RNA polymerase II promoter involved in meiotic cell cycle;GO:0071468//cellular response to acidic pHK09281 NP_588223.1//Cu metalloregulatory transcription factor Cuf2 (predicted) [Schizosaccharomyces pombe 972h-]putative Cu metalloregulatory transcription factor Cuf2 (cuf2), partial mRNA
2541646 NM_001020462.1 0 0 0.72 SPAC750.06cGO:0005774//vacuolar membrane;GO:0005783//endoplasmic reticulum;GO:0009897//external side of plasma membrane;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_595032.1//hypothetical protein SPAC750.06c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC750.06c), partial mRNA

NR_150728.1 NR_150728.1 0.07 0.17 0.16 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.319), miscRNA
NR_149964.1 NR_149964.1 0 0 15.62 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1114), miscRNA
NR_150932.1 NR_150932.1 8.92 6.56 13.24 NA GO:0005730//nucleolus;GO:0030684//preribosomeGO:0003723//RNA binding;GO:0019843//rRNA bindingGO:0000463//maturation of LSU-rRNA from tricistronic rRNA transcript (SSU-rRNA, 5.8S rRNA, LSU-rRNA);GO:0006364//rRNA processingK14837//nucleolar protein 12NP_594218.1//RNA-binding protein Nop12 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.562), miscRNA
NR_150566.1 NR_150566.1 0 0 3.23 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1670), miscRNA
NR_150183.1 NR_150183.1 0.19 0 0.19 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1311), miscRNA
NR_150400.1 NR_150400.1 0 0 1.04 NA GO:0005783//endoplasmic reticulum;GO:0032580//Golgi cisterna membrane;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005789//endoplasmic reticulum membrane;GO:0000139//Golgi membraneGO:0008378//galactosyltransferase activity;GO:0047220//galactosylxylosylprotein 3-beta-galactosyltransferase activityGO:0006486//protein glycosylation;GO:0051321//meiotic cell cycle;GO:0051072//4,6-pyruvylated galactose residue biosynthetic process;GO:0071555//cell wall organizationNA NP_595999.1//galactosylxylosylprotein 3-beta-galactosyltransferase Pvg1 (predicted) [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1512), miscRNA

2543656 NM_001019308.2 0 0 4.2 med11 GO:0005634//nucleus;GO:0016592//mediator complex;GO:0005829//cytosolGO:0001104//RNA polymerase II transcription cofactor activityGO:0006366//transcription from RNA polymerase II promoterNA NP_593878.1//mediator complex subunit Med11 (predicted) [Schizosaccharomyces pombe 972h-]putative mediator complex subunit Med11 (med11), mRNA
NR_150710.1 NR_150710.1 0 0 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.298), miscRNA
NR_151041.1 NR_151041.1 0 0 0.09 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005886//plasma membrane;GO:0005737//cytoplasmGO:0005096//GTPase activator activityGO:0090029//negative regulation of pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0010969//regulation of pheromone-dependent signal transduction involved in conjugation with cellular fusion;GO:0035556//intracellular signal transduction;GO:0019236//response to pheromoneK19838 NP_593029.1//regulator of G-protein signaling Rgs1 [Schizosaccharomyces pombe 972h-]intergenic RNA (predicted) (SPNCRNA.675), miscRNA

2541400 NM_001023885.10.16 1.04 0 SPBPB2B2.16cGO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasm;GO:0005628//prospore membraneGO:0005375//copper ion transmembrane transporter activity;GO:0022857//transmembrane transporter activityGO:0055085//transmembrane transport;GO:0097430//copper ion import into ascospore-type prosporeK08158;K08157NP_596862.1//MFS family membrane transporter (predicted) [Schizosaccharomyces pombe 972h-]putative MFS family membrane transporter (SPBPB2B2.16c), partial mRNA
NR_151406.1 NR_151406.1 0 0 0 NA NA NA NA NA ORY72880.1//hypothetical protein BCR37DRAFT_353153 [Protomyces lactucaedebilis]5S ribosomal RNA (SPRRNA.16), rRNA
NR_149904.1 NR_149904.1 0 0 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.106), miscRNA
NR_150850.1 NR_150850.1 0 0 2.96 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.464), miscRNA
NR_150849.1 NR_150849.1 0 0 1.23 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.463), miscRNA
NR_150065.1 NR_150065.1 0.95 0 0 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1205), miscRNA
NR_150844.1 NR_150844.1 0 0 0 NA NA NA NA NA NA antisense RNA (predicted) (SPNCRNA.457), miscRNA
NR_150640.1 NR_150640.1 0.13 0 1.06 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.220), miscRNA

2541631 NM_001018266.2 0 0 17.02 hem14 GO:0005634//nucleus;GO:0005829//cytosol;GO:0005739//mitochondrionGO:0004729//oxygen-dependent protoporphyrinogen oxidase activityGO:0006782//protoporphyrinogen IX biosynthetic process;GO:0006783//heme biosynthetic processK00231//protoporphyrinogen/coproporphyrinogen III oxidase [EC:1.3.3.4 1.3.3.15]NP_592866.1//protoporphyrinogen oxidase (predicted) [Schizosaccharomyces pombe 972h-]putative protoporphyrinogen oxidase (hem14), mRNA
NR_151424.1 NR_151424.1 0.44 0 0 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.38), rRNA
NR_150883.1 NR_150883.1 0 0 0.07 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.505), miscRNA
NR_150234.1 NR_150234.1 0 0 0 NA NA NA NA NA NA intergenic RNA (predicted), possible alternative UTR (SPNCRNA.1359), miscRNA

2541914 NM_001019803.27.44 0 15.18 rpa49 GO:0005634//nucleus;GO:0005730//nucleolus;GO:0005736//DNA-directed RNA polymerase I complexGO:0003899//DNA-directed 5'-3' RNA polymerase activity;GO:0003677//DNA bindingGO:0006360//transcription from RNA polymerase I promoter;GO:0006351//transcription, DNA-templatedK03005//DNA-directed RNA polymerase I subunit RPA49NP_594382.1//DNA-directed RNA polymerase I complex subunit Rpa49 (predicted) [Schizosaccharomyces pombe 972h-]putative DNA-directed RNA polymerase I complex subunit Rpa49 (rpa49), mRNA
2543507 NM_001020441.20.96 0.54 4.13 SPAC869.09 GO:0005634//nucleus;GO:0005829//cytosolNA NA K06699//proteasome activator subunit 4NP_595010.1//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC869.09), mRNA
2542026 NM_001018171.2 0 0.21 5 SPAC212.03 GO:0005634//nucleus;GO:0005829//cytosolNA NA NA NP_595037.1//hypothetical protein SPAC212.03 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC212.03), partial mRNA

NR_150783.1 NR_150783.1 0 0.04 0.04 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.387), miscRNA
NR_151156.1 NR_151156.1 0 0 0 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.780), miscRNA

2541355 NM_001022447.2 0 5.11 16.61 spt16 GO:0005634//nucleus;GO:0031298//replication fork protection complex;GO:0005658//alpha DNA polymerase:primase complex;GO:0035101//FACT complex;GO:0000790//nuclear chromatinGO:0031491//nucleosome binding;GO:0042393//histone bindingGO:0006281//DNA repair;GO:0006338//chromatin remodeling;GO:0045899//positive regulation of RNA polymerase II transcriptional preinitiation complex assembly;GO:0006260//DNA replication;GO:0006334//nucleosome assembly;GO:0043486//histone exchange;GO:0034724//DNA replication-independent nucleosome organization;GO:0006368//transcription elongation from RNA polymerase II promoter;GO:0032968//positive regulation of transcription elongation from RNA polymerase II promoter;GO:0006261//DNA-dependent DNA replicationK01262//Xaa-Pro aminopeptidase [EC:3.4.11.9];K01183//chitinase [EC:3.2.1.14]NP_596526.1//FACT complex component Spt16 [Schizosaccharomyces pombe 972h-]FACT complex component Spt16 (spt16), mRNA
NR_151397.1 NR_151397.1 1.62 0 0 NA NA NA NA NA ORY72880.1//hypothetical protein BCR37DRAFT_353153 [Protomyces lactucaedebilis]5S ribosomal RNA (SPRRNA.05), rRNA
NR_150660.1 NR_150660.1 0 0 1.63 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.246), miscRNA

2541406 NM_001023876.2 0.2 0 0.32 SPBPB2B2.07cGO:0005774//vacuolar membrane;GO:0005783//endoplasmic reticulum;GO:0009897//external side of plasma membrane;GO:0000324//fungal-type vacuole;GO:0005794//Golgi apparatus;GO:0016021//integral component of membrane;GO:0005737//cytoplasmNA NA NA NP_596853.2//hypothetical protein SPBPB2B2.07c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBPB2B2.07c), partial mRNA
14217575 NM_001356044.1 0 0 91.97 SPBP35G2.17NA NA NA NA XP_004001703.1//hypothetical protein SPBP35G2.17 [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPBP35G2.17), mRNA

NR_149932.1 NR_149932.1 0 0 0 NA NA GO:0008483//transaminase activity;GO:0030170//pyridoxal phosphate bindingNA K00823 XP_018279540.1//PLP-dependent transferase [Cutaneotrichosporon oleaginosum]antisense RNA (predicted), possible alternative UTR (SPNCRNA.1085), miscRNA
NR_151412.1 NR_151412.1 0 0 0.4 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.26), rRNA
NR_150555.1 NR_150555.1 0.13 0 0.13 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.166), miscRNA
NR_150837.1 NR_150837.1 0 0 1.9 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.450), miscRNA
NR_150323.1 NR_150323.1 4.03 1.87 1.47 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.144), miscRNA
NR_150156.1 NR_150156.1 0 0 0 NA GO:0005634//nucleus;GO:0044732//mitotic spindle pole body;GO:0005829//cytosolGO:0005096//GTPase activator activityGO:0030010//establishment of cell polarity;GO:0007264//small GTPase mediated signal transduction;GO:0043547//positive regulation of GTPase activityNA NP_588528.1//armadillo repeat containing, Zfs1 target number 1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1288), miscRNA
NR_150851.1 NR_150851.1 0.03 0 0.1 NA GO:0016021//integral component of membraneNA NA NA XP_004001745.1//sequence orphan [Schizosaccharomyces pombe 972h-]non-coding RNA (predicted) (SPNCRNA.466), miscRNA

2542102 NM_001019710.2 0 0 9.02 spc34 GO:0072686//mitotic spindle;GO:0005634//nucleus;GO:0042729//DASH complex;GO:0044732//mitotic spindle pole body;GO:0005829//cytosol;GO:0000778//condensed nuclear chromosome kinetochore;GO:0000779//condensed chromosome, centromeric region;GO:0005876//spindle microtubuleNA GO:0051301//cell division;GO:1990758//mitotic sister chromatid biorientation;GO:0008608//attachment of spindle microtubules to kinetochoreNA NP_594287.1//DASH complex subunit Spc34 [Schizosaccharomyces pombe 972h-]DASH complex subunit Spc34 (spc34), mRNA
2541431 NM_001018410.10.32 0 0.16 SPAC1F3.08cGO:0016021//integral component of membraneNA NA NA NP_593011.1//hypothetical protein SPAC1F3.08c [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1F3.08c), partial mRNA

NR_150918.1 NR_150918.1 1.49 1.5 1.21 NA NA NA NA NA ORX97691.1//hypothetical protein LY90DRAFT_642597, partial [Neocallimastix californiae]non-coding RNA (predicted) (SPNCRNA.549), miscRNA
NR_150745.1 NR_150745.1 0.3 0.04 0.26 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.338), miscRNA
NR_150627.1 NR_150627.1 0.63 0.32 4.81 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.208), miscRNA

3361395 NM_001018704.22.42 1.52 1.95 SPAPB17E12.09GO:0051286//cell tip;GO:0005737//cytoplasm;GO:0032153//cell division siteNA GO:0051321//meiotic cell cycleNA NP_001018224.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAPB17E12.09), mRNA
NR_150213.1 NR_150213.1 0 0 1.12 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1339), miscRNA
NR_151434.1 NR_151434.1 0 0 0 NA NA NA NA NA SCV72918.1//BQ2448_8156 [Microbotryum intermedium]28S ribosomal RNA (SPRRNA.48), rRNA

2540251 NM_001022043.26.34 10.85 7.83 SPBC336.05cGO:0000784//nuclear chromosome, telomeric region;GO:0043625//delta DNA polymerase complexGO:0046872//metal ion binding;GO:0003887//DNA-directed DNA polymerase activity;GO:0003677//DNA binding;GO:0008408//3'-5' exonuclease activity;GO:0000166//nucleotide binding;GO:0051539//4 iron, 4 sulfur cluster bindingGO:1904161//DNA synthesis involved in UV-damage excision repair;GO:1903459//mitotic DNA replication lagging strand elongationK02327//DNA polymerase delta subunit 1 [EC:2.7.7.7]XP_002174009.1//DNA polymerase delta catalytic subunit Cdc6 [Schizosaccharomyces japonicus yFS275]putative S-adenosylmethionine-dependent methyltransferase (SPBC336.05c), mRNA
NR_150753.1 NR_150753.1 0 0.95 17.84 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.352), miscRNA
NR_150826.1 NR_150826.1 0 6.07 9.85 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.438), miscRNA
NR_150222.1 NR_150222.1 0 0 7.28 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1348), miscRNA

2541083 NM_001021210.20.09 0.09 0.09 rec27 GO:0005634//nucleus;GO:0005829//cytosol;GO:0030998//linear elementNA GO:0007131//reciprocal meiotic recombination;GO:0007059//chromosome segregationNA NP_595303.1//meiotic recombination protein Rec27 [Schizosaccharomyces pombe 972h-]meiotic recombination protein Rec27 (rec27), partial mRNA
NR_150268.1 NR_150268.1 0 0 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.139), miscRNA
NR_150799.1 NR_150799.1 0 0.15 2.97 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.402), miscRNA
NR_150418.1 NR_150418.1 0 0.22 1.24 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1530), miscRNA
NR_150863.1 NR_150863.1 0.51 1.03 0 NA NA NA NA NA NA non-coding RNA, centromeric (predicted) (SPNCRNA.482), miscRNA
NR_150203.1 NR_150203.1 136.39 234.6 62.43 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.133), miscRNA

2541751 NM_001018458.2 0 0 67.48 SPAC22G7.11cGO:0005634//nucleus;GO:0005829//cytosolNA NA K06699//proteasome activator subunit 4NP_593060.2//conserved fungal protein [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC22G7.11c), mRNA
2542762 NM_001018811.2 0 0 43.79 mug143 GO:0005739//mitochondrionNA GO:0051321//meiotic cell cycleNA NP_593379.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein mug143 (mug143), mRNA

NR_150960.1 NR_150960.1 2.76 3.64 4.32 NA NA NA NA NA NA non-coding RNA, poly(A)-bearing RNA (predicted) (prl59), miscRNA
NR_150473.1 NR_150473.1 0 2.98 0 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1581), miscRNA
NR_150671.1 NR_150671.1 0 0 1.34 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.258), miscRNA
NR_150722.1 NR_150722.1 0.6 0.5 0 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.312), miscRNA
NR_150235.1 NR_150235.1 0 1.76 1.09 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.136), miscRNA
NR_150599.1 NR_150599.1 0 0.06 1.4 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.174), miscRNA

2538810 NM_001023153.10.39 0 0.23 mug112 GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneNA GO:0051321//meiotic cell cycleNA NP_588164.1//hypothetical protein SPCC338.02 [Schizosaccharomyces pombe 972h-]uncharacterized protein SPCC338.02 (mug112), partial mRNA
14218043 NM_001356176.1 0 0 4.81 SPAC1834.13NA NA NA NA XP_004001795.1//sequence orphan [Schizosaccharomyces pombe 972h-]uncharacterized protein (SPAC1834.13), partial mRNA

NR_149937.1 NR_149937.1 0.17 0 0.33 NA GO:0005634//nucleus;GO:0005829//cytosolGO:0016491//oxidoreductase activityNA K00129//aldehyde dehydrogenase (NAD(P)+) [EC:1.2.1.5]XP_013023625.1//aldehyde dehydrogenase [Schizosaccharomyces cryophilus OY26]antisense RNA (predicted) (SPNCRNA.1090), miscRNA
NR_150491.1 NR_150491.1 0 0 0.04 NA NA NA NA NA NA intergenic RNA (predicted) (SPNCRNA.1598), miscRNA
NR_150792.1 NR_150792.1 0 0.05 0.58 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.396), miscRNA
NR_151197.1 NR_151197.1 0.13 0.07 0.12 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0030428//cell septum;GO:0032153//cell division siteGO:0046872//metal ion binding;GO:0004674//protein serine/threonine kinase activity;GO:0005524//ATP binding;GO:0004697//protein kinase C activityGO:0018105//peptidyl-serine phosphorylation;GO:0035556//intracellular signal transduction;GO:0008360//regulation of cell shape;GO:0090334//regulation of cell wall (1->3)-beta-D-glucan biosynthetic processK18050//novel protein kinase C epsilon type [EC:2.7.11.13];K02677//classical protein kinase C alpha type [EC:2.7.11.13]NP_593737.2//protein kinase C (PKC)-like Pck1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.818), miscRNA
NR_150803.1 NR_150803.1 0 0 3.05 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.408), miscRNA
NR_151435.1 NR_151435.1 0 0 0 NA NA NA NA NA SCV72918.1//BQ2448_8156 [Microbotryum intermedium]28S ribosomal RNA (SPRRNA.49), rRNA
NR_150829.1 NR_150829.1 0 0 1.09 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.441), miscRNA
NR_150057.1 NR_150057.1 0 0 0 NA GO:0005794//Golgi apparatus;GO:0016021//integral component of membraneGO:0045134//uridine-diphosphatase activity;GO:0102491//dGTP phosphohydrolase activity;GO:0005524//ATP binding;GO:0004382//guanosine-diphosphatase activity;GO:0102485//dATP phosphohydrolase activity;GO:0102490//8-oxo-dGTP phosphohydrolase activity;GO:0102486//dCTP phosphohydrolase activity;GO:0003924//GTPase activity;GO:0102488//dTTP phosphohydrolase activity;GO:0047429//nucleoside-triphosphate diphosphatase activity;GO:0036384//cytidine diphosphatase activity;GO:0102487//dUTP phosphohydrolase activity;GO:0102489//GTP phosphohydrolase activity;GO:0043262//adenosine-diphosphatase activity;GO:0016887//ATPase activityGO:0046706//CDP catabolic process;GO:0006486//protein glycosylation;GO:0046712//GDP catabolic process;GO:0006256//UDP catabolic process;GO:0046032//ADP catabolic processK14642 NP_588201.1//nucleoside diphosphatase Ynd1 [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.1199), miscRNA

14218130 NM_001356138.1 0 0 0 new9 GO:0016021//integral component of membraneNA NA NA XP_004001789.1//sequence orphan [Schizosaccharomyces pombe 972h-]protein new9 (new9), partial mRNA
NR_150789.1 NR_150789.1 0.61 0.77 8.55 NA NA NA NA NA NA non-coding RNA (predicted) (SPNCRNA.392), miscRNA
NR_151349.1 NR_151349.1 0 0 1.81 NA GO:0005634//nucleus;GO:0005829//cytosol;GO:0005622//intracellular;GO:0005737//cytoplasm;GO:0005853//eukaryotic translation elongation factor 1 complexGO:0003746//translation elongation factor activity;GO:0005525//GTP binding;GO:0005516//calmodulin binding;GO:0003924//GTPase activityGO:0002182//cytoplasmic translational elongationK03231//elongation factor 1-alphaNP_595255.1//translation elongation factor EF-1 alpha Ef1a-c [Schizosaccharomyces pombe 972h-]antisense RNA (predicted) (SPNCRNA.957), miscRNA
NR_151399.1 NR_151399.1 0 0 0 NA NA NA NA NA NA 5S ribosomal RNA (SPRRNA.07), rRNA
NR_151422.1 NR_151422.1 0.46 0.84 0 NA NA NA NA NA ORY72880.1//hypothetical protein BCR37DRAFT_353153 [Protomyces lactucaedebilis]5S ribosomal RNA (SPRRNA.36), rRNA
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