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Recent advances in archaeogenetics, the study of ancient
genomes, are revolutionizing our understanding of past human
migration and mixture in high resolution by providing genome-
wide variation data of ancient individuals and populations. Such
a high-resolution approach is of utmost necessity to reconstruct
the genetic history of peoples who lived in inner Eurasia, a region
that has long served as an arena of population movements since
the Pleistocene, beyond an oversimplified view of “east-west
mixture”. In this talk, | will deliver an up-to-date overview of the
temporal changes in the inner Eurasian human genetic diversity,
particularly focusing on the Eastern Eurasian Steppe and its
surrounding regions, based on my recent works on ancient and
present-day genomes from Mongolia, Kazakhstan, southern
Siberia, and northern China. Specifically, | highlight 1) three
genetically distinct populations in the Eastern Steppe established
during the Late Bronze Age, 2) the Early Iron Age genetic
transitions in the Central and Eastern Steppe, and 3) the
formation of the Xiongnu empire in association with a dissolution
of the millennia-lasting population subdivision.
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