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[ Abstract] Tree shrew is a new type of experimental animal model with broad application potential. However, the
current distribution of intestinal bacteria and pathogens in the wild Tupaia belangeri yaoshanensis ( T.b. yaoshanensis) in
Guangxi are still unclear. Therefore, we performed for the first time the isolation and identification of the bacteria cultured
in the subspecies of the wild T.b. yaoshanensis in Guangxi. Thirty-five strains of bacteria were isolated from 19 T.b.

yaoshanensis subspecies and identified by 16S rRNA sequence analysis. There are 20 species of bacteria in 13 genera and 7
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families, and the main flora in the intestinal tract of the wild T.b. yaoshanensis in Guangxi include Escherichia coli,

Citrobacter freundii, and Proteus mirabilis. Moreover, to study the drug susceptibility of intestinal bacteria isolated from the

feces of T.b. yaoshanensis collected from Dayaoshan in Guangxi, a drug sensitivity test was conducted using some of the

isolated intestinal bacteria. The intestinal bacteria of T.b. yaoshanensis were sensitive to ceftazidime, gentamicin, and

levofloxacin, and resistant to cefazolin and sulfamethoxazole. This is the first to grasp the diversity and potential

pathogenicity of the fecal flora of the wild T.b. yaoshanensis in Guangxi. These result provide the scientific basis for the

isolation and quarantine of T.b. yaoshanensis, laboratory feeding, and the prevention and treatment of common digestive

tract diseases.
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Figure 1 Detection of bacteria isolated from the feces of wild T.b. yaoshanensis after Escherichia coli was preliminarily excluded
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Table 1 The results of 16S rRNA sequence analysis of bacteria isolated from the feces of T.b. yaoshanensis after
Escherichia coli was preliminarily excluded

FEE No 16 S RNA JF 5154 Kty LR
16 S rRNA sequence analysis results Detection rate Frequency
1 BLIA MR 52 B IR IR Kluyvera ascorbata 10. 53% (2/19)
2 AR vt /1 A P Non-decarboxylated bacteria/agglomerated bacteria 5.26% (1/19)
3 KIGFF Escherichia coli 31.58% (6/19)
4 JIC BB L Guinea pig aeromonas 5.26% (1/19)
5 Tl B AT Pseudomonas 5.26% (1/19)
6 W] (B AT 14 Enterobacter aeruginosa 5.26% (1/19)
7 IS RS A Providencia retigeri 5.26% (1/19)
8 I IRFFRERRAT 1A Citrobacter freundii 26.32% (5/19)
9 A AR TEAT Proteus mirabilis 10. 53% (2/19)
10 R Aeromonas 10. 53% (2/19)
11 WA Escherichia fergusonii 10. 53% (2/19)
12 PR AT Enterobacter ludwigii 5.26% (1/19)
13 TP Micro bacteria 5.26% (1/19)
14 R ER TR Macrococcus caseolyticus 10. 53% (2/19)
15 R BIR ZEFRLFT TR Bacillus firmus 5.26% (1/19)
16 e AR I AT P Bacillus proteus vulgaris 5.26% (1/19)
17 PRASIEHT 1A Pinnate deformation bacteria 5.26% (1/19)
18 W Providencia vermicola 5.26% (1/19)
19 i B 4 B T Staphylococcus sciuri 10. 53% (2/19)
20 VS ML % R T Staphylococcus haemolyticus 5.26% (1/19)
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Figure 2 Detection of bacteria isolated from the feces of wild T.b. yaoshanensis after Escherichia coli was preliminarily excluded
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Table 2 Sensitivity experiment results of intestinal bacteria of the tree shrew to common antibiotics
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Note. a-coccus, b-bacilli, G+-Gram positive bacteria, G—- gram negative bacteria, S-sensitive, I-mediated, R-resistant.
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