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Abstract: [Objective] The composition and diversity of intestinal microbial diversity of wild Si-
chuan snub-nosed monkey (Rhinopithecus roxellana) were investigated. [Methods] The total DNA
extracted from endophytic bacterial was performed 16S rRNA gene specific amplification by used
bacteria-specific primers 799F and 1492R and constructed a clone library. Then, 16S rRNA gene
phylogenetic tree was established by analyzed positive clones used polymerase chain reac-
tion-restriction fragment length polymorphism (PCR-RFLP) and by sequenced some of the clones.
[Results] The 157 clones analyzed were grouped into 27 operational taxonomic units (OTUs),
where the clone distribution was as follows: 62.10% of Firmicutes which contained Clostridium,
Cellulosilyticum, Robinsoniella, Anaerofustis, Anaerovorax and Blautia, 37.90% of uncultured
bacteria. [Conclusion] The intestine bacterial of wild Sichuan snub-nosed monkey has a rich di-
versity and maybe exist new taxon.
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Note: M: DL2000 marker; 1-3: Bacterial 16S rRNA gene products.
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Tablel Sequence alignment results of the endophytic bacterium 16S rRNA gene from the Rhinopithecus roxellana
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Clostridium lituseburense (M59107)
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98.61
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96.10
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96.43
98.76
96.66
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93.11
95.41
93.20
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98.61
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Figure 4 Phylogenetic tree based on bacterial 16S rRNA gene clone library from Rhinopithecus roxellana
Note: Neighbor-Joining tree shows the phylogenetic relationships among 16S rRNA gene sequences of intestinal microbial of Rhinopi-
thecus roxellana. The numbers at the nodes indicate the bootstrap values based on Neighbor-Joining analyses of 1 000 resample
data sets. The scale bar represents 1 nucleotide substitutions per 100 nucleotides of 16S rRNA gene sequence.
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