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Figure 2. Alpha diversity index of fecal microflora of BALB/c mice which infected with Streptococcus suis type 2.
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comparisons using wilcox.test. YG: SS2-1 treated group; DZ: negative control group.
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YG: SS2-1 treated group; DZ: negative control group.
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Effects of Streptococcus suis type 2 on the fecal microflora of
BALB/c mice based on 16S rRNA high-throughput sequencing

Xiaomin Wang, Peng Xu , Chuan Rao, Weiwei Wang, Qiuli Yang, Jiuxian Xiong
Department of Microbiology, Zunyi Medical University, Zunyi 563000, Guizhou Province, China

Abstract: [Objective] This study aims to explore the characteristics of intestinal microflora of BALB/c mice
infected with Streptococcus suis (S. suis) type 2 by studying the characteristics of fecal microflora. [Methods] The
V3-V4 region of 16S rRNA hypervariable genes in fecal samples of BALB/c mice infected with S. suis Type 2 and
healthy controls were sequenced using the I[llumina MiSeq platform. The microbiota composition and diversity of
fecal samples were compared and analyzed. [Results] Alpha and Beta diversity showed that the fecal microflora
diversity and community composition were different between the infection group and the control group. The
infection group had higher bacterial diversity and microbial community richness than that of the control group. At
the phylum level, compared with the control group, the infection group increased the proportion of Firmicutes and
Bacteroidetes which were beneficial microorganisms to enhance the immunity of the body, but also increased the
proportion of opportunistic pathogen such as Proteobacteria, which enhanced the likelihood of illness. At family
level, Ruminococcaceae occurred in both groups with significantly different proportion, accounting for 36.58% and
11.02% respectively. At the genus level, Ruminococcaceae UCG-002 and Lactobacillus were dominant in the
infection group, while Spirochaetaceae GWE 2-31-10 and Treponema 2 were dominant in the control group.
[Conclusion] There were remarkable differences in the types and dominant bacteria between the infection group
and the control group. Our results provide insights into the community and diversity of fecal microflora and
foundation for screening beneficial microflora and adjusting microflora to treat S. suis type 2 infection in the future.
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