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Fig. S1. Positional cloning and complementation test of RAE2.
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Fig. S2. Seed phenotype and graphical genotype of Taichung65 (T65) and the
chromosome segment substitution line, GIL116.
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Fig. S3. Phylogenetic tree of EPF/EPFL family genes and comparison of the
sequences in cysteine-rich region.
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Fig. S4. Predicted 3-D structure of RAE2 and Stomagen.
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Fig. S5. RAE2 sequence comparison between O. sativa ssp. japonica cv.
Koshihikari and O. glaberrima IRGC104038 .
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A RAE2 gene model
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Fig. S7. RAE2 diversity and distribution across Asian and African rice
accessions.
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Fig. S9. Awn phenotypes of CSSLs and the number of RAE2 cysteine
residues.
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