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Abstract: By using noninvasive DNA technology, 20 fecal samples and 2 muscle sanplesof Sichuan Shub-nosed
M onkeys( Rhinopithecus roxellana) fram Baishuijiang Nature Reserve of Gansu province (BSJ) , Changging
Nature Reserve of Shaanxi Province (SH) and Shennongjia Nature Reserve of Hubei Province (SNJ) were
analyzed and themitochondrial DNA D-loop fragnentswere successully amplified Sequenceswere aligned with
the GerBank by BLA ST oftvare and 22 sanpleswere identified asR roxellana According o the analysis by
ClustalW and DNASP oftvare, 17 haplotypes and 54 diversity sites were found in 22 Sichuan shub-nosed
monkey sanpleswith 393 bp length of mMDNA D-loop region The haplotype diversity was 0. 965 and nucleotide
diversity was 3. 10%. The genetic distance and nucleotide divergence of R roxellana anong BSJ, H, and NJ
were 0.003 - 0.098 and 0.08% - 2.80%, regectively Therefore, the results shov a high variation in the
mitochondrial DNA D-loop region and genetic distance of R roxellana fram the three sampling sites
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Fig 1 The smpling sites of the Rhinopithecus roxellana
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Fig 2 Var able sites of mtDNA control region of Rhinopithecus roxellana
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BSJ1 - BSI3 represents the hgplotypes in Gansu population, SNJ1 - SNJ10 represents the haplotypes in Hubei population, SH1 - SH4
represents the haplotypes in Shanxi population A bove numbers correpond © base positions in haplotypes a dot indicates identity and
a dash indicates a ggp relative o the top sequence SNJL
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Fig 3 Phylogenetic relationship of the Rhinopithecus roxellana m D NA
D -loop haplotypes con structed by the neighbor-join ng m ethod
s s Bootstrep 1000 ;BSJ)1 BSH3
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W ith R bieti as the outgroup. B ranch length indicated the genetic distances Numbers at notes indicated the statistical support obtained
from 1 000 bootstrap replicates BSJ1 BSJ2 and BSI3 represent the haplotypes in Gansu population, SNJ1 - SNJ10 represent the
haplotypes in Hubei population, H1 - H4 represent the hagplotypes in Shaanxi population
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