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Abstract ; [ Objective | The aim of the study was to explore the genetic diversity of mtDNA D - loop region of

three Yunnan buffalo breeds. [ Method ] The complete mitochondrial DNA (mtDNA) D —loop regions of 215 buffa-

loes were analyzed using PCR, sequencing and bioinformatics methods. [ Result] A total of 107 polymorphic sites

were detected, which defined 86 haplotypes. Among the three buffalo breeds, Diandongnan buffalo breed showed

the highest genetic diversity (Hd: 0.946 +£0.017, Pi; 0.01620 +0.00179) , while Yanjin buffalo showed the low-

est genetic diversity. The phylogenetic analysis results showed that two main lineages ( A and B with their sub - lin-

eages) and one rare lineage (C) were detected in Yunnan buffaloes. The lineage A was extremely frequent in Yun-

nan buffaloes, and experienced a strong population expansion. [ Conclusion] The genetic diversity of these three

Yunnan buffalo breeds were abundant, and mainly originated from two lineage A and B of swamp buffalo.
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