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Origin and dispersal of Austronesian populations from
a molecular biological perspective
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Abstract; The origin and dispersal of Austronesian represent a long-standing and significant frontier in
international academia. Despite over a century of multidisciplinary exploration, the details of their spatio-
temporal evolution remain to be fully elucidated. In recent years, with the rapid development of high-throughput
sequencing technologies, molecular biology has emerged as a core methodology for addressing this issue.
Comprehensive studies focusing on maternal mitochondrial DNA, paternal Y-chromosomes, and whole-genome
analysis (especially paleogenomics) collectively confirm the® Austronesian and Tai-Kadai unity”in South China.
The genetic structure of this ancestral gene pool was shaped by multiple streams of gene flow, notably from
Yangtze River Basin rice farmers, North China millet farmers, and indigenous South China hunter-fishers.
Subsequently, Austronesian-related ancestral population expanded outward via multiple pathways—including the
southern route via Taiwan and the Philippine Archipelago, a potentially northern route, and other complex
migration pathways—eventually reaching Remote Oceania. This dispersal process was continuously influenced by
multidirectional gene flow. However, due to the scarcity of ancient samples from South China, the precise
localization of the Austronesian-related ancestral population remains challenging. Critical issues, such as the
existence of gender-biased migration and the chronological details of early maritime expansion, await further
accumulation of paleogenomic data and more in-depth investigation.
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