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The Genetic Relationships of the 7 Y-STR Loci in the 13 Populations of China

ZHU Yong-sheng, HUO Zheng-hao , DANGJie, CHEN Yinrtao, PENGLiang

( Key Laboratory o Reproduction and Genetics in Ningxia , Department d Medical
Geretics and Cdl Bidogy , Ningxia Medical University , Yinchuan 750004 , China)

Abstract : The purpose of this research was to study the genetic relationships of the 7 'Y chronosomal
ghort tandem repeat gene loci (abbreviated as 7 Y-STR gene loci) in 13 populations. The frequency of
dldesd the7 Y-STRloci (DYS19, DYS389 |, DYS389 11, DYS390, DYS391, DYS392 , DYS393)
were obtained from a sanple of 150 unrelated individuas living in Ningda. We used multiplex
anplification , and the genotypeswere determined usdng Genescan and Gerotype Software of the ABI377
DNA sequencer. Once the genetic data was oollected, genetic digance was caculated and a
phylogenetic tree condructed. This tree showed that the Hui population of Ningxia,Han of Beljing,
Yunnan ,Anhui ,Tianjing ,Hunan , and Rjjian peopleswere in an identical cluger. Tibetan, Yugur, Pu
nationalities and otherswere arother cluger. It isclear that the Hui population have genetic dfiliations
with the Han in China and thus provide nolecular biologica evidence for Hui nationdlity genetic
dfiliation. The 7 Y-STR gene frequency didribution in 18 groups is clearly pardld to geographic
digance.

Key words: Y-STR; Geneic digance; Quger andyds; Hui nationdlity; Ningxia
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