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This study aims to understand the origins of modern Japanese populations
using genomic data from ancient and modern Asian populations. To this end, we generated whole-genome
sequence data from skeletal remains excavated from prehistoric archaeological sites in the Japanese
archipelago. We then analysed these newly sequenced data with those published data from the
continent. Our analysis provides genomic evidence suggesting that modern Japanese populations have a
tripartite ancestral structure derived from Jomon, Northeast Asian, and East Asian ancestry.
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