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Genome-wide analysis of ancient and modern horses on the origin and admixture
history in the Japanese Archipelago
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The goal of this study was to clarify the origins and genealogy of domestic

horses that have been bred in the Japanese archipelago since the past. We obtained genomic data from
eight Japanese native horses and horse remains excavated from archaeological sites, and carried out
molecular phylogenetic analysis and visualized the effects of admixture with other regions. Genomic
data from horse remains in the Kofun, Nara, medieval, early modern, and modern periods allowed us
to evaluate the genetic affinities between horses in the Japanese archipelago. In addition, we
obtained genomic data of horse remains excavated from archaeological sites in Primorsky Region,
Russia, Mongolia and China, and evaluated the genetic contribution from each region.
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