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We sequenced the complete mitochondrial genomes of Paleolithic, Initial and

Early Jomon individuals. All Jomon mitochondrial DNA sequences obtained were included in the modern
Japanese sequence cluster, and continuity was observed between Jomon and modern Japanese. On the
other hand, there were no modern humans with direct ancestors from the Minatogawa 1, and no linear
continuity from Minatogawa 1 to modern Japanese was observed. In addition, the DNA preservation of
Minatogawa 1 was more severe than expected, and the amount of nuclear genome data sufficient for
phylogenetic analysis was not obtained, but more than a certain amount of next-generation sequencing
and lead sequences were obtained. Therefore, we developed a new method for sex determination with
high accuracy, and obtained a result that Minatogawa 1 was male.
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