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Genome wide analysis in African rice and establshment of GWAS catalogs
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Whole genome association study was performed on 172 lines of 0. glaberrima
cultivars, and candidate loci for genes contributing to trait diversity within the 0. glaberrima
cultivars for various agronomic traits including seed size and days to heading were detected. On the

other hand, the trait diversity of 0. glaberrima differed among the origin of country of each
variety, indicating a strong population structure in the tested population. We also developed a GWAS
cataloging tool to organize GWAS results and efficiently search for causal genes. In addition, we
developed a tool to correct errors in genotype data determined by next-generation sequencers.
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