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Clarification of Yaponesian evolution based on ancient human genome analysis.

SHINODA, Ken-ichi

75,600,000

130 361

2022

We have analyzed the ancient genomes of 361 human skeletal remains, which
were excavated from 130 archaeological sites in Japan and Korea. Due to the majority of the analyzed
Yayoi remains being from the middle period of the Yayoi era, we were unable to fully grasp the
genetic characteristics of the people who initially brought rice cultivation to the Japanese
archipelago. However, we were able to shed some light on the genetic changes of groups spanning
from the Jomon period to the Kofun and medieval periods across Japan. As a result, it was possible
to depict a rough scenario of the process of population formation in the Japanese archipelago.
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