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Y-SNPs and Y-STRs in Wenshan Cattle
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Abstract ; [ Objective | The genetic structure and paternal origins of Y chromosome in Wenshan cattle were an-

alyzed to provide a scientific basis for the resource protection and utilization of this breed. [ Method ] PCR amplifi-

cation and bioinformatics methods were used to detect the genetic diversity of Y — SNPs( UTY19 and ZFY10)and Y

— STRs(INRA189 and BM861 )in 55 Wenshan cattles. [ Results] All the cattle belong to zebu Y3 haplogroup, and

two Y chromosome haplotypes ( Y3—88—156 and Y3—90—156) were identified by combining Y—SNPs and Y—

STRs genotyping data. The Y chromosome haplotype diversity in Wenshan cattle was 0. 1684 +0.0636. [ Conclu-

sion ] Wenshan cattle only had paternal origin of zebu with stable genetic lineage and high homozygosity.

Key words: Wenshan cattle; Y—SNPs; Y—STRs; genetic diversity; paternal origin



