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Abstract Diarrhea is one of the main factors restricting the development of sika deer ( Cervus nippon) farming

which is usually related to the imbalance of intestinal microbial population. However the changes of microbial popula—
tion of healthy and diarrheic individual sika deer remain unclear. In order to explore the difference of intestinal micro—
bial population between healthy and diarrheic sika deer and analyze the cause of diarrthea a total of 18 samples of nor—
mal and diarrheic feces were collected from captive male sika deer for comparative analysis by 16S rRNA gene sequen—
cing. The results showed that the abundance and diversity of microbial population in diarrheic group were lower than
those in healthy group. At phylum to genus level the abundance of beneficial bacteria such as Rikenellaceae and
Christensenellaceae decreased in diarrheic group while the abundance of proinflammatory bacteria such as Treponema_2
increased. In addition Ruminococcaceae_UCG-H14 and Rikenellaceae_RC9 _gut_group were significantly enriched in
the healthy group while Verrucomicrobia Alloprevotella and Akkermansia were significantly enriched in diarrheic

group. In summary there were significant differences in intestinal microbial population composition and diversity be—
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tween diarrheic sika deer and healthy sika deer and the increased abundance of Verrucomicrobia may be a cause of

diarrhea in sika deer.
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rucomicrobia; Akkermansia
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