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To investing the biological origin of Japanese, we conducted well-planned
samplings and genome analyses. The data showed the sub-population structure of Japanese in fine
resolution.

[Details]l.Genome-wide SNP analysis for the Ryukyu islanders showed, the cluster of the islanders
differ from that of main-island Japanese. current habitants in the islands seemed to have no
relationship with the 17,000 year-old skeletal remain that was recently found in the Ishigaki island
(Sato et al. 2014). 2.Using the genome-wide SNP data of Ainu, Han Chinese, and main-island Japanese,
three demographic models, (1) transformation, (2) replacement, (3) hybridization, were compared by Kernel
approximate Bayesian computation (ABC), and the hybridization model is predicted to be between 29 and 63
times more likely than the replacement and transformation models, respectively (Nakagome et al. in

press).
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