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[ Abstract] Objective To analyze the genetic diversity and phylogenetic of Macaca mulatta in Yunnan Province,
which provide important reference and background data for researches of macaca mulatta protection and reasonable
application. Methods Ninety six blood samples of Macaca mulatta were collected for amplifying the complete sequences
of mitochondrial DNA control region by polymerase chain reaction (PCR). The variation sites, parsimony informative sites,
haplotypes, haplotype diversity, and nucleotide diversity were analyzed using Mega 4.0 and DNA SP software. The
phylogenetic tree was constructed by neighbor-joining (NJ) and minimum-evolution( ME) methods. Results One hundred
and forty-nine variation sites and 46 haplotypes were found in the ninety-sixth Macaca mulatta, the haplotype diversity
(Hd) was 0.968 +0.007 and nucleotide diversity (Pi) was 0. 020. The phylogenetic analysis based on mitochondrial

control region showed that these Macaca mulatta lived in Yunnan was divided into two sister groups geographically.
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Conclusions The results of this study indicate a high variation and phylogenetic evolution relationship of Macaca mulatta

in Yunnan province.
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Tab.1 Distribution of 46 haplotypes in different Macaca mulatta populations in Yunnan province
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Fig. 3 Variable sites of mtDNA control region of Macaca mulatta in Yunnan province

Note: H1 to H46 represents the haplotypes. Above numbers correspond to base positions in haplotypes. A dot indicates

identity and a dash indicates a gap relative to the top sequence HI.
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Tab.2 Nucleotide polymorphism of mtDNA control region within the Macaca mulatta population in Yunnan province
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Fig. 4 Phylogenetic trees constructed using NJ ( A) and ME (B) methods based on the complete sequences of mtDNA control region
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