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Island by 30 autosomal insertion/deletion polymorphisms. Forensic Sciences Research, 2019, 1-7

Forensic genetic polymorphisms and population structure of the Guizhou Bouyei people based on
54 19 X-STR loci. Annals of Human Biology, 2019, 46, 574-580 77

Revisiting the genetic background and phylogenetic structure of five Sino-Tibetan-speaking

populations: insights from autosomal InDels. Molecular Genetics and Genomics, 2020, 295, 969-979




52

50

44

42

40

Peopling of Tibet Plateau and multiple waves of admixture of Tibetans inferred from both modern
and ancient genome-wide data

Massively parallel sequencing of 165 ancestry-informative SNPs and forensic biogeographical
ancestry inference in three southern Chinese Sinitic/Tai-Kadai populations. Forensic Science
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