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Metagenomic Comparative Study on the the Intestinal Microbial Diversity of Stocked Cloven-hoofed Animals in High Elevation Area
of Northwest China
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Abstract
[ Method ] The total DNA were extracted from feces samples of test animals, and the intestinal microbial diversity and community function were

[ Objective | To analyze the intestinal microbial diversity of cloven-hoofed animals in high elevation area of northwest China.

analyzed by using metagenomic analysis with high throughput sequencing and bioinformatics analysis. [ Result ] Different species of cloven-
hoofed animals had high similarity in a similar geographical environment, which suggested the environment played an important role in the mi-
crobial diversity of animal intestines. [ Conclusion] The intestinal microbial diversity of Chinese cloven-hoofed animals from the high altitude
areas of northwest China were preliminary illuminated, which provided important references for further understanding the composition of micro-

organisms in the plateau environment.
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Fig.1 Comparison of intestinal microbe among different animals at phylum(a) and genus(b) levels
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Fig.2 Comparison of intestinal microbe populations in different

animals
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Fig.3 Comparison of intestinal microbe species in different animals
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Fig.4 Heatmap analysis of COGs of genes in the intestinal segments and fecal intestinal microflora of different animals
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