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[ Abstract]  Objective To analyze the structure and composition of the tree shrew hindgut microbiota by Illumina
PE250 sequencing technology. Methods Three male 10-month-old tree shrews were selected. The V3 — V4 region was
amplified with universal primers of bacteria 16STDNA and sequenced with the Illumina PE250 platform after the extraction
of total DNA. Results A total of 160 157 valid sequences and 437 operational taxonomic units ( OTUs) were obtained.
The bacteria in the tree shrew hindgut are from 9 phyla, 19 classes, 37 orders, 68 families, 137 genera, and 194 species.
Among them, (i) Firmicutes and Proteobacteria had the highest abundance, at 63.30% and 28. 52% , respectively. (ii)
The dominant classes were Bacilli and Gammaproteobacteria ( 51.46% , 28.02% ). (iii) The abundances of

Lactobacillales and Enterobacteriales were high, at 45.33% and 27.51% . (iv) Dominant families were Lactobacillaceae
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(35.30% ) and Enterobacteriaceae (27.51% ).

(v) Lactobacillus and Escherichia-Shigella were the dominant genera

(35.30% , 27.49% ). (vi) At the species level, the abundance of cultured bacteria was 37. 10% , that of unclassified

bacteria was 27. 69% , and that of uncultured bacteria was 35.21% . Lactobacillus salivarius was the most abundant species

(26.66% ) among the cultured bacteria. Of the 20 species with the highest abundance, eight (40% ) were unclassified

and new species. Some differences among individuals in terms of bacterial communities were identified. Conclusions The

tree shrew hindgut microbiota has rich diversity, and there are many bacteria that have not been identified and have

relatively high abundance, which needs further study.
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Figure 2 Flora diversity analysis



10

o AR PR 2R 2 7R 2018 4R 9 H A5 28 B 9O ] Chin J Comp Med, September 2018, Vol. 28. No. 9

R2 o ZHAIERREL

Table 2 o diversity indices

W TEZHEPESREL Flora diversity indices

FHEEFREL " ; B TR R
.E Shannon F5 %% Simpson LR o E.
Chao index : . . Coverage index
Shannon index Simpson index
Xt 181 £53 2.5+0.58 0.21 +0. 06 0.999 +0. 0002
PCoA PCoA
0.5 C. 0.4 B.
A
0.21
2 & C
A <
< &
Q 0.0 = 0.0 ]
IS IS
Q Q
& &
2021 ‘
A
0.5 B I
0.4
T T T -0.61— T T T T T T T
-0.5 0.0 0.5 1.0 -06 -04 -02 00 02 04 06 08
PC1:52.69% PC1:43.42%
A B

FE AL B AL

3 B IR EAAR T

Note. A: Weighted; B: Unweighted.

Figure 3 B-diversity patterns were explored using principal coordinate analysis
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Table 3 The 20 most abundant species and their classification at class and family levels
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