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An analysis of environmental adaptation in Ryukyu islanders by whole-genome
sequencing
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In this research project, | examined the possibility of adaptive evolution
that occurred in Ryukyu Islanders and analyzed the whole-genome sequence to clarify how they affect
the current population. As a result, it was suggested that Ryukyu Islanders are genetically
differentiated by region within the archipelago, and the genetic differences between the people of
Okinawa Island and the Miyako Islands had occurred around the 11th century when the Gusuku period
began. We also annotated sites with high Fst values to clarify their characteristics. In the future,

it will be necessary to verify the details of environmental adaptation using multiple population
genetic statistics.
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