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Effects of Selenium—-Enriched Bacterium C5 on Intestinal Flora in Mice

LI Fan', ZHANG Wei', ZHA Jie', JIA Rong’
(1. School of Basic Medical Sciences, Anging Medical College, Anqing 246052, China; 2.College of Life
Sciences, Anhui University, Hefei 230039, China)

Abstract: The effects of selenium-enriched bacterium C5, Live Combined Bifidobacterium,
Lactobacillus and Enterococcus Capsules, and Bacillus licheniformis Capsule on intestinal flora in
mice were investigated. The mice were divided into the probiotics group A (Live Combined
Bifidobacterium, Lactobacillus and Enterococcus Capsules group), the probiotics group B (Bacillus
licheniformis Capsule + Live Combined Bifidobacterium, Lactobacillus and Enterococcus Capsules
group), the experimental group C (selenium-enriched bacterium C5 group) and the blank group D.
Mice feces were collected after 4 weeks of feeding. The V3-V4 region of 16S rDNA gene was
amplified by PCR. Illumina Hiseq 2500 high-throughput sequencing was performed. The species
abundance table at different taxonomic levels was generated by QIIME2 software, and the
alpha-diversity index was evaluated and beta diversity was analyzed. Selenium-enriched bacterium
C5 could regulate the abundance and diversity of intestinal flora in mice, which was comparable to

the regulation produced by Live Combined Bifidobacterium, Lactobacillus and Enterococcus

W B H#: 2021-05-20

E4TH: TRAATTREEFTES TAA BNV EIEIE (xgnfx2020139); 2 #4A HH T w TR #02 B I H
(2020jxtd158 ) ; % A #E 7 i TR E K3 H (20205yxm1116)

EER AN 2 (1983—), Lo Mt FI 8%, £ 8 N F G W24 7 1 B9 F5E . E—mail : fanerhao@163.com

JOURNAL OF FOOD SCIENCE AND BIOTECHNOLOGY Vol. 42 Issue 2 2023



E W, F ., ME C5 xR B Y

Capsules as well as Bacillus licheniformis Capsule. The alpha-diversity of ACE, Chaol and Shannon

were all increased (P<<0.05). Selenium-enriched bacterium C5 could increase the relative abundance

of Firmicutes and Lactobacillus in the intestinal flora of mice, reduce the Staphylococcus and

increase the relative abundance of Agathobacter in Lachnospiraceae (P<<0.05). Selenium-enriched

bacterium C5 could improve the intestinal microecology of body and therefore it has certain

application value in microbial agents to improve the health of intestinal flora.

Keywords: selenium-enriched bacterium, intestinal flora, high throughput sequencing
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Table 1 Changes in body mass

Avs B 0.761
Avs C 0.306
AvsD 0.447
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Table 4 Significance test results of Phylum(P)

Acidobacteria 0.006 0.027
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Table 5 Significance test results of Genus (P)

Tift 44 7
Bifidobacterium 0.004 0.000
Bacteroides 0.165 0.226
Prevotella_9 0.013 0.010
Staphylococcus 0.000 0.000
Lactobacillus 0.000 0.004
Agathobacter 0.006 0.001
Blautia 0.217 0.114
Candidatus_Stoquefichus 0.001 0.000
Dubosiella 0.001 0.001
Faecalibaculum 0.001 0.000
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