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FDA Adverse Event Reporting System database. Scientific Reports, 2021, 11, 12438

Molecular genetic survey and forensic characterization of Chinese Mongolians via the 47 autosomal
94 insertion/deletion marker. Genomics, 2021, 113, 2199-2210 43 7
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Genomic Insights Into the Genetic Structure and Natural Selection of Mongolians.. Frontiers in o
Genetics, 2021, 12, 735786 4.5
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Genetic diversity and phylogenetic structure of four Tibeto-Burman-speaking populations in
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Inferring the population history of Tai-Kadai-speaking people and southernmost Han Chinese on
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Massively parallel sequencing of mitogenome sequences reveals the forensic features and
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A comprehensive exploration of the genetic legacy and forensic features of Afghanistan and
Pakistan Mongolian-descent Hazara. Forensic Science International: Genetics, 2019, 42, e1-e12

Genetic structure and forensic characteristics of Tibeto-Burman-speaking HT'sang and Kham
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Genetic polymorphism and phylogenetic differentiation of the Huaxia Platinum System in three
52 Chinese minority ethnicities. Scientific Reports, 2019, 9, 3371 49
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other 31 Chinese ethnic groups. Forensic Science International: Genetics Supplement Series, 2019, 7, 655-657
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