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We collected wild chestnut populations distributed all over Japan. Genetic
structure analysis was conducted using wild and cultivated chestnut populations. The wild
populations in Kyushu were genetically distant from other populations, and the populations other
than Kyushu were gradually differentiated among northeastern, Kanto and southwestern Japan. The
bi-directional gene flow between cultivars and wild individuals were detected in Kanto region,
whereas only direction from cultivars to wild populations was confirmed in Tanba region. Those
results suggested cultivars in Kanto were selected from wild individuals in Kanto region, whereas
cultivars iIn Tanba may be affected by genotypes introduced from other regions, several human
selection steps, and complex domestication process.
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