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[ Abstract] Objective Study the fecal flora diversity of the tree shrew, to provide a basis data of fecal bacteria of
feeding the tree shrew. Methods Ten tree shrews were used in this study. The Stools of the animals were respectively
cultured with oxygen and without oxygen to isolate the bacterial. Then the PCR-amplified 16S tRNA of the bacterial was
sequenced and analyzed. Results 25 bacterial strains belonging to ten bacterial species were isolated by anaerobic
incubation, and 25 bacterial strains belonging to twelve bacterial species were isolated by aerobic incubation. Proteus
vulgaris, Enterococcus faecalis, Escherichia fergusonii, Enterococcus faecium, Shigella flexneri, Shigella sonnei,
Staphylococcus aureus, Aeromonas salmonicida subsp. masoucida, Rahnella aquatilis, Exiguobacterium aquaticum,
Raoultella terrigena, and Escherichia coli were identified in this study. Conclusions There is a fecal flora diversity of the
tree shrew, and the Proteus vulgaris, Escherichia fergusonii and Enterococcus faecium may be the major parasitic flora.
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Fig.1 PCR amplification of 16SrRNA which isolated bacterial strains by aerobic culture
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Note : M. DNA Marker D12000;1 - 10. PCR products of 16SrRNA.

Fig.2 PCR amplification of 16SrRNA which isolated bacterial strains by anaerobic culture
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Tab.1 Identification results and detection number and detection rate of isolated bacterial strains.

WS ME 2 Kt 4/ %
Number Names of bacteria Detection rate
1 WSEH AT TR Proteus vulgaris 6/10(60.00)
2 PRIGERTA Enterococcus faecium 6/10(60.00)
3 PR IRIR AT Escherichia fergusonii 6/10(60.00)
4 I EC AR WU Shigellaflexneri 5/10(50.00)
5 MR Enterococcus Jaecalis 4/10(40.00)
6 RICEW LT Shigellasonnei 4/10(40.00)
7 + A7 %R Raoultellaterrigena 2/10(20.00)
8 [ B PR Streptococcus lutetiensis 2/10(20.00)
9 TK A= i LG TR Rahnellaaquatilis 1/10(10.00)
10 KA/ Exiguobacteriumaquaticum 1/10(10.00)
11 W 2 R ¥R Leuconostocmesenteroides 1/10(10.00)
12 KI5 Escherichia coli 1/10(10.00)
13 SO RTERE Staphylococcus aureus 1/10(10.00)
14 ZREES HMITA Aeromonassalmonicidasubsp. masoucida 1/10(10.00)
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