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This project was conducted with the goal of creating a platform for
analyzing the dynamics of human migration in the dawn of ancient Chinese civilization, both in terms
of the genetic information of humans themselves and that of non-human organisms. Using this
platform, studies were conducted using ancient human remains and other organisms excavated in China
and neighboring countries, which successfully visualized the dynamics of human migration in the dawn

of Chinese civilization and the population size in each region and time period, providing new
information for archaeological research.
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