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Extensive characterization of domestication-related genes in buckwheat by
utilizing the genetic resource of Yunnan province, China

Yasui, Yasuo
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In this study, we aimed to identify genes related to the domestication of
buckwheat by conducting the following steps: 1) We collected germplasm from both wild and cultivated
buckwheat in Yunnan Province, China, and sequenced their genomes; 2) We identified genomic regions

that exhibited significant differences in genetic diversity between the wild and cultivated
buckwheat populations, which we classified as artificially selected regions. We confirmed that the
ancestral wild population from southeastern Tibet is the closest relative to the cultivated species.
Notably, a signature of artificial selection was discovered within the 52-53 Mb interval on the 1st
chromosome. This region contains a specific genotype that was selected from the ancestral wild
population in southeastern Tibet and has now proliferated among cultivated buckwheat varieties
globally. Additionally, we successfully applied the NGS-TILLING technique to buckwheat, establishing
a robust system for introducing mutations.
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