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ABSTRACT: Y-chromosome short tandem repeat (Y-STR) loci are widely used to trace the origin of the human
populations. In a previous study, we used STR analysis to determine that the Chaoshanese of eastern Guangdong
(often regarded as a "typical" southern Chinese population) are a mix between the Han Chinese of central China and
indigenous ethnic groups of southern China. To further investigate the Y chromosome of the Chaoshanese and the
group's genetic affinity with other Chinese populations; we analyzed six specific Y-STR loci in samples taken from
6,292 individuals from 51 populations, including the Chaoshanese, the Minnamese, and various other East Asian
populations. The admixture analysis showed that over 85% of the Chaoshanese Y chromosomes is derived from the
Han in central China (MRH: 0.86; MBE: 1.19 + 0.21) while a very small portion is derived from southern indigenous
populations. These findings not only confirm that the Chaoshanese originated from central China, but also reveal that
the patrilineal genetics of the Chaoshanese can be mainly attributed to Han males from central China. The principal
component and phylogenetic analyses show that the Chaoshanese generally clustered with Han populations from
southern China, specifically the Minnamese, Taiwanese, Malaysian Chinese, and Singaporean Chinese populations.
The phylogenetic tree and the analysis of molecular variance (AMOVA) showed that Chinese populations tended to
cluster based on their linguistic families rather than their geographic distribution, suggesting a strong association
between the Y-chromosome and linguistic affiliations. These analyses also revealed that the patrilineal boundary
between southern and northern populations was not pronounced.

Key words: Han in Central China; Chaoshanese (Teochew and Swatow); Paternal genetic affinity; Southern

indigenous population; Y-chromosomal short tandem repeat (Y-STR)
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Fig.1. The neighbor-joining phylogenetic tree of the East Asian populations. The numbers in the nodes are percentage
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