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Table 1. Information of animals sampled for feces*

Animals Abbreviation Latin name Order Family Diet habits
Giant Panda GP Ailuropoda melanoleuca Carnivora Ursidae omnivorous
Black Bear BB Ursus thibetanus Carnivora Ursidae omnivorous
Siberian Tiger ST Panthera tigris altaica Carnivora Felidae carnivore

Hoolock Gibbon HG Hylobates hoolock Primata Hylobatidae omnivorous
Chimpanzee C Pan troglodytes Primata Pongidae omnivorous
Golden Monkey GM Rhinopithecus roxellanae Primata Cercopithecidae omnivorous

« . .
All animals are vertebrates mammalian.
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Figure 1. The « diversity of different samples. A: Chaol; B:
Shanno-Wiener index. GP: Giant Panda; ST: Siberian Tiger; C:
Chimpanzee; GM: Golden Monkey; HG: Hoolock Gibbon; BB:

Black Bear, 1 and 2 represent repetition.
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Figure 2. UniFrac PCoA analysis. A: based on phylum;B: based
on genus. GP: Giant Panda; ST:
Chimpanzee; GM: Golden Monkey; HG: Hoolock Gibbon; BB:

Siberian Tiger; C:

Black Bear, 1 and 2 represent repetition.
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Figure 3. Past UPGMA clustering analysis. A: Based on phylum;B: Based on genus. GP: Giant Panda; ST: Siberian Tiger; C:
Chimpanzee; GM: Golden Monkey; HG: Hoolock Gibbon; BB: Black Bear, 1 and 2 represent repetition.
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Figure 4. The relative abundance of the dominant bacterial phylum (A) and genera (B) in different samples. ST: Siberian Tiger, C:

Chimpanzee, GM: Golden Monkey, HG: Hoolock Gibbon, BB: Black Bear, 1 and 2 represent repetition.

unclassified. Only genera greater than 10% were listed in picture B.
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Figure 5. Comparations of fecal genera among different kinds of
animals. A represent the comparation among the Carnivora, B
represent the comparation between the Carnivora and Primata. ST:
Chimpanzee, GM: Golden Monkey, HG:
Hoolock Gibbon, BB: Black Bear, Only the content (OUT number)

Siberian Tiger, C:

greater than 0. 5% were listed.
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Abstract: [Objective] The aim of this study was to analyze the diversities and differences of several mammalian’ s faecal
‘ evolutionary and animals’ feeds.

[Methods] Genomic DNA of feces was extracted and amplified for the 16S rDNA V3 tags, and then the tags were

bacteria, to understand the relationships between bacterium diversities and animals

sequenced by 454 sequencing. QIIME were used to analyze faecal bacterial diversities. [Results] Faecal bacteria of all
animals were dominated by Firmicutes, Bacteroidetes and Proteobacteria. Bacterial diversities of Hylobates hoolock, Pan
troglodytes and Rhinopithecus roxellanae were the highest, followed by Panthera tigris altaica, Ailuropoda melanoleuca and
Ursus thibetanus were the lowest through o diversity analysis. The constituents of faecal bacteria among Hylobates hoolock,
Pan troglodytes and Rhinopithecus roxellanae were similar. The constituents of faecal bacteria among Ailuropoda
melanoleuca, Ursus thibetanu, and Panthera tigris altaica were similar. Mainly for containning Fusobacteria, the faecal
bacterial of Panthera tigris altaica differed from the other two carnivore animals through B diversity analysis.
[Conclusion] The dominating faecal bacteria were obvious, the bacteria similarities of the two repetitions were the
highest. The diversities of each animal were different and higher in the primates. Both evolution and food were related to
faecal bacteria. This study provided some references for exploring the new microorganism and further research of faecal
bacteria.
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