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Analysis of the kinship and genetic structure of Kanto Kofun people using
ancient genome sequence data

Kanzawa-Kiriyama, Hideaki

3,300,000

In this study, we analyzed mitochondrial and nuclear genome sequences of
human remains of Kofun era excavated from Hanesawadai site (Tokyo) and Isoma site (Wakayama).
Comparison the genomes with that of world wide populations suggested that Kofun people were
genetically closest to modern mainland Japanese. The observation of Jomon component in these Kofun
people suggests that indigenous Jomon people and Yayoi immigrants were already admixed at those
sites. We also estimated kinship, and we found that the people who buried at same burial were close
relqt&ves. Information of the kinship is important to clarify the form of burial during Kofun
period.
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