
Table S3. Summary of genomic annotation for LD surrogates of rs10017302.

FIELD DESCRIPTION
chr Chromosome
pos (hg38) Chromosome position on hg38 obtained from dbSNP build 141

LD (r2) Pairwise r2 measure of LD with query SNP from 1000 Genomes Project EUR data
LD (D') Pairwise D' measure of LD with query SNP from 1000 Genomes Project EUR data
variant rsID of collected SNP
Ref Reference nucleotide(s)
Alt Alternate nucleotide(s)
AFR freq Allele frequency for African population
AMR freq Allele frequency for American population
ASN freq Allele frequency for Asian population
EUR freq Allele frequency for European population
GERP cons Conserved regions by GERP (Blue: conserved)
SiPhy cons Conserved regions by SiPhy (Purple: conserved)
Promoter histone marks Summary of ChromHMM (core 15-state model) states corresponnding to promoter elements from the Roadmap Epigenomics project
Enhancer histone marks Summary of ChromHMM (core 15-state model) states corresponnding to enhancer elements from the Roadmap Epigenomics project
DNAse Summary of DNase hypersensitivity from the Roadmap Epigenomics project
Proteins bound Protein bound(s) by ChIP-Seq
Motif changed Motif alteration(s) from TRANSFAC, JASPAR, and protein-binding microarray (PBM) experiments
NHGRI/EBI GWAS hits SNP in NHGRI GWAS catalog (accessed October 31, 2015)
GRASP QTL hits SNP in The GRASP Build 2.0.0.0 results and QTLs (non-GWAS)
Selected eQTL hits SNP in eQTLs obtained from the GTEx analysis V6, the GEUVADIS analysis, and 10 other studies
GENCODE genes Gene annotations by GENCODE version 13
dbSNP func annot Functional annotations from dbSNP build 137
RegulomeDB score RegulomeDB score (http://regulomedb.org/help#score). 1 is most ilkely to be functional, to 7 = least likely.



chr pos (hg38) LD LD variant Ref Alt AFR AMR ASN EUR GERP SiPhy Promoter Enhancer DNAse Proteins Motifs NHGRI/EBI GRASP QTL Selected eQTL GENCODE dbSNP RegulomeDB

(r²) (D') freq freq freq freq cons cons histone marks histone marks bound changed GWAS hits hits hits genes func annot score

4 114483617 0.69 -0.92 rs140643762 T C 0.01 0.02 0 0.02 Zfp281 115kb 5' of UGT8 No Data

4 114494271 0.75 -0.93 rs112551707 C T 0.09 0.03 0 0.02 ESC, IPSC 104kb 5' of UGT8 4

4 114500016 0.69 -0.92 rs138224777 T C 0.01 0.02 0 0.02 98kb 5' of UGT8 No Data

4 114513721 0.69 -0.92 rs76709572 T A 0.01 0.02 0 0.02 GI 12 altered motifs 85kb 5' of UGT8 5

4 114515882 0.7 -0.86 rs111705887 T G 0.24 0.05 0 0.02 9 altered motifs 83kb 5' of UGT8 No Data

4 114518956 0.75 -0.93 rs72897433 T A 0.09 0.03 0 0.02 13 altered motifs 79kb 5' of UGT8 6

4 114519306 0.69 -0.92 rs115963528 A T 0.01 0.02 0 0.02 11 altered motifs 79kb 5' of UGT8 6

4 114529307 0.65 -0.81 rs6819996 G A 0.15 0.03 0 0.02 ERalpha-a 69kb 5' of UGT8 No Data

4 114548480 0.94 1 rs11937042 A T 0.79 0.96 1 0.98 GATA 50kb 5' of UGT8 6

4 114556938 0.94 -1 rs77630303 G A 0.12 0.03 0 0.02 AIRE 42kb 5' of UGT8 No Data

4 114563671 1 1 rs10017302 G A 0.78 0.96 1 0.98 15 tissues 1 hit 35kb 5' of UGT8 4

4 114573465 0.75 -0.93 rs76942372 C T 0.12 0.04 0 0.02 GZF1,Mtf1,RP58 25kb 5' of UGT8 6

4 114588447 0.7 0.94 rs7685378 T C 0.69 0.96 0.99 0.97 BLD Myb 10kb 5' of UGT8 5

4 114591199 0.81 -1 rs116014153 G T 0.01 0.02 0 0.02 8 altered motifs 7.3kb 5' of UGT8 6

4 114593270 0.94 1 rs2126029 A G 0.79 0.96 1 0.98 BRST, GI Hbp1 1 hit 5.2kb 5' of UGT8 No Data

4 114593584 0.94 1 rs1460781 T C 0.77 0.96 1 0.98 4 tissues GI,KID,GI ATF3,Egr-1,Hic1 1 hit 4.9kb 5' of UGT8 5

4 114598947 0.7 0.86 rs7442067 A G 0.57 0.96 1 0.98 20 tissues 4 tissues 21 tissues CTCF,ELF1,POL2 ZBTB33 UGT8 3a

4 114602332 0.61 0.81 rs9307405 G A 0.52 0.94 1 0.98 BRN, GI BLD, GI 8 altered motifs UGT8 intronic 6

4 114614666 0.61 0.81 rs11721330 C T 0.52 0.94 1 0.98 4 tissues CEBPB UGT8 intronic No Data

4 114628661 0.61 0.81 rs13113214 A G 0.54 0.94 1 0.98 BRN, GI UGT8 intronic 4

4 114629688 0.61 0.81 rs13120675 C G 0.51 0.93 1 0.98 BRN, PANC Bbx,DMRT5 UGT8 intronic 5

4 114630360 0.61 0.81 rs6814569 C T 0.52 0.94 1 0.98 BRN UGT8 intronic No Data

4 114659524 0.61 0.81 rs6856096 A G 0.56 0.96 1 0.98 BRST, BRN 32 tissues 7 bound proteins UGT8 intronic 4


