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Comparison Study of Intestinal Microbial Diversity between Wild and Cultured Margarya monodi
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Abstract Based on the the third generation sequencing technology, the composition and diversity differences of intestinal flora between wild
and cultured Margarya monodi were investigated. And the reasons for these differences were analyzed. The results showed that main phylum
composition of intestinal flora in wild and cultured M. monodi were Proteobacteria, Firmicutes and Bacteroidetes. There were significant differ-
ences of intestinal flora between wild and cultured M. monodi, which were caused by the loss of low-abundance species in the process of artifi-
cial breeding and domestication. The differences of intestinal microbial diversity and the construction mechanism of intestinal microbial commu-
nity in the process of artificial breeding were firstly revealed in this research, which provided some theoretical basis for the study and protection

of M. monodi.
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Fig.1 The composition analysis of M. monodi at phylum level (A ) and species level (B)in wild group (W) and culture group (C)
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Fig.2 Alpha diversity comparison of intestinal flora in M. monodi between wild group( W) and culture group(C)
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Fig.4 Differential species analysis between different groups based on random forest method
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