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Genetic diveristy and ecological adaptation mechanism in Vicia sativa revealed by
genomic analysis
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With the aim of understanding genetic diversity of wild weeds adapted
environments, genomics study was carried out on Vicia sativa as a model.

The genetic diversity of populations collected from a local area in Chiba, Japan was revealed with SSR
maker analysis. To enhance this analysis broadly, draft genome assembly of Vicia sativa was established
with next-generation sequencing technologies. Simultaneously, transcriptome data was also obtained from
10 organs including leaves, stems and roots. These information contributed to detect >10,000
high-confident SNPs among divergent lines of Vicia sativa from inside and outside Japan.

We concluded that regional ecotypes of Vicia sativa have independently maintained their genetic
diversity in accordance with the regions, by which the ecotypes are locally adapted to each environment.
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1. RAD-Seq
Population name  Population size  #Reads/line
Inside Japan
ABK 102 1769k
FKO 97 823k
KGS 109 1098k
KMT 95 718k
KSR 88 631k
KYT 104 923k
KZs 97 645k
NGT 106 924k
NGY 96 686k
OKY 99 1725k
SDI 100 734k
TNS 100 1285k
Outside Japan 8 672k
1 SNP 5
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