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The Nobel Prize in Physiology or Medicine 2022 was awarded to Dr. Svante Pdabo, the founder and director of the Max
Planck Institute for Evolutionary Anthropology, for his discoveries concerning the genomes of extinct hominins and human
evolution. This indicates that fields of work, such as making ancient human remains and archaeological specimens
“express”, dissecting human evolutionary history, and interpreting population genetic diversity, all through genetic
methods, has been highly valued by the international science community.

As one of the critical global technological frontiers, human paleogenomics explores the formation mechanism, genetic
characteristics, and migration process of populations, and is the most important method for exploring the origin of human
beings and human evolutionary history. Furthermore, these efforts contribute substantially toward investigating the
evolution of human physiological characteristics and controlling disease risk. The global center of paleogenomics research
spread from Europe, and the study of East Asian population evolution is receiving increasing attention because of its
importance in revealing the origin and development of Chinese ethnic groups and filling the gap in the evolution of
Eurasian populations.

Currently, the global development of paleogenomics research is becoming increasingly popular. As an important
technical means to achieve important breakthroughs and discoveries in paleoanthropological research, cutting-edge
techniques for accessing and analyzing ancient DNA are advancing rapidly, constantly unlocking research possibilities for
paleontologists and paleoanthropologists. Driven by technological upgrades, many achievements have emerged, ushering
in a fast-developing era. In this field, countries and regions that had an early start include Europe, America, and Australia,
where top laboratories and research groups have made significant progress, mainly focusing on ancient human DNA
research in Eurasia, North America, and Australia. China entered the field and developed technologies late; however, in
recent years, with the return of scholars who have completed doctoral studies or conducted post-doctoral collaborative
research in leading global institutions, domestic teams lead by young scientists have grown rapidly, and have made many
breakthroughs in research on the genetic evolution of East Asian populations.

China has a vast territory, and the diverse and integrated development of Chinese civilization is splendid and everlasting.
Ancient DNA samples and historical relics are abundant. In the post-gene era, human genetic data have become a very
important national strategic resource for exploring truths about life and deciphering human health issues. Based on the
above analysis and considering the important expositions on strengthening original and leading scientific and technological
research, deploying strategic, wide-ranging, and prospective national major scientific and technological projects, and
building emerging frontier interdisciplinary subjects in the report to the 20th National Congress of the Communist Party of
China, it is suggested that we should strengthen the construction of paleogenomics research platforms and infrastructure,
introduce and cultivate talent squads, actively deploy projects on East Asian populations to establish an international
dominant position, and offer long-term and stable promotion of interdisciplinary integration and development to enhance
scientific and technological capabilities.

With the promotion of continuous optimization of research facilities and talent troops in the future, new research
subdivision directions are expected to emerge in China, presenting more precise historical details of the evolution of East
Asian populations, which will form the brightest and an indelible stroke on the genetic historical canvas of East Asian
populations in full high definition.
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