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Abstract
flora.[ Method ] Three male feces samples of T.belangeri were randomly collected , bacterial genomic DNA were extracted from the feces samples
of T.belangeri to make PCR amplification.16S rRNA V3-V4 fragments were obtained.The high-throughput Illumina PE300 platform was used for
sequencing ,and the structure and diversity of the bacterial flora were analyzed by BIPES and QIIME.The function of intestinal flora was predic-
ted through PICRUS t.[ Result ] There were 9 phyla,20 phyla,33 orders,53 genera, 122 species,208 OTU in the intestinal fecal flora of T.be-
langeri. Firmicutes and Proteobacteria dominated at the level of phylum. At the level of genus, Escherichia , Lactobacillus and Enterocossus were

[ Objective ] To identify the intestinal flora of Tupaia belangeri ,analyze the diversity and abundance,and predict the function of the

the dominant flora.The functional prediction results by PICRUS t showed that most genes encoded by gut bacteria were associated with metabol-
ic " metabolism" | followed by genetic information processing " based information processing" , environmental information processing " environ-
mental information processing" .COG gene function classification statistics showed that the relative abundance of intestinal flora in " amino acid
transport and metabolism" and " carbohydrate transport and metabolism" were higher.[ Conclusion ] The function of PICRUS t predicted that the
intestinal flora of T.belangeri was mainly related with the metabolism,and the intestinal flora of T.belangeri was a good experimental material for

studying intestinal flora and metabolic diseases.
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