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Whole Genome Analysis Reveals Ancient Japanese Kinship Structure: Burial Tombs
of the Kofun Period
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The study has focused on the Suwadani site in Kisarazu City, Chiba

Prefecture, where the quality of human remains are preferable for DNA analysis. Mitochondrial and
nuclear genome analysis were conducted on 14 human remains to investigate the genetic background of
the buried individuals and kinship relationships within and between the burial graves. Mitochondrial
genomes were determined from 13 individuals, and Several haplogroups were shared among individuals,
which may indicate consanguinity in the maternal lineage. Next, nine of the individuals that were
determined to be suitable for nuclear genome analysis were subjected to large-scale sequencing using
a next-generation sequencer HiSeq X, and related pairs were detected based on the nuclear genomes
as well. The genetic characteristics of the individuals were confirmed to be within the category of
modern Japanese and not significantly different from those of other Kofun period people in the Kanto

region.
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