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Abstract: Objective To investigate the allelic and haplotype frequency distribution of seventeen short tandem repeat loci of Y
chromosome in Xinjiang Uygur population in Changji. Methods Seventeen Y-STR loci of which the template DNAs were extracted
from blood samples of 154 unrelated male individuals in Uygur population, were amplified by using the AmpFISTR Yfiler™. The
PCR products were analyzed and genotyped with ABI3130XL. Sequencer. Results The gene diversity ranged from 0. 529 7 to
0.959 9 at DYS456,DYS389 | ,DYS390,DYS389 [ ,DYS458,DYS19,DYS385a/b,DYS393,DYS391,DYS439,DYS635,DYS392,
Y-GATA-H4,DYS437,DYS438, and DYS448. A total of 151 different haplotypes were observed. The haplotype diversity value

calculated from all 17 loci was 0. 999 7. Conclusion The 17th Y-STR loci in Xinjiang Uygur population in Changji are highly afflu-

ent genetic polymorphic and can offer valuable genetic datas for paternity testing and paternal genetic lineages evolution.
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