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Study on the Effects of Visceral Polypeptide of Abalone on Intestinal Microbe of Mice by Illumina Miseq Sequencing
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Abstract
[ Method ] Polypeptide extracted from abalone viscera and mice was fed with it by intragastric administration. The community structure and dy-

(Fisheries College of Jimei University , Xiamen, Fujian 361021)
[ Objective ] To study the effects of visceral active substance of abalone on intestinal microbe of mice by Illumina Miseq sequencing.

namic changes of intestinal microbe of mice were analyzed by using Illumina Miseq sequencing. [ Result] The most dominant phyla of bacteria
in the intestine of mice were Bacteroides, accounting for 69.10% of the total sequence, followed by Firmicutes and Proteobacteria( accounting
for 23.50% and 5.00% of the total sequences, respectively). Proteobacteria was dominated by §-Proteobacteria. At the genus level, the most
dominant group was norank_{_Bacteroidales_S24-7_group, accounting for 30.33%, followed by Alloprevotella and Bacteroides ( accounting for
12.47% and 9.80% , respectively). After the intragastric administration of abalone polypeptide, the abundance of 4 bacterial genera in the in-
testine of mice increased, among which the genus Parabcteroides significantly increased ( P<0.05). The abundance of 7 genera decreased,
amongwhich the genus norank_f_Lachnospiraceae and Anaeroplasma significantly decreased ( P<0.05). [ Conclusion] The intestinal microbial
diversity of mice after intragastric administration of abalone viscera polypeptide, and some differentiated bacterial groups related to host health

were detected in the intestinal tract of mice.
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Table 1 The comparison of a-diversity indices of intestinal microbe in mice in each group

HLE] ZH 5 Simpson 5% Shannon 5%k Faith’ s PD $5%% Chaol 5%k

Time //d Group Simpson index Shannon index Faith’ s PD index Chaol index

0 K 0.98+0.01 6.45+0.17 7.48+0.77 741.28+19.18
PH — — — —

14 K 0.96+0.03 6.39+0.40 7.82+0.42 684.87+30.13
PH 0.96+0.02 6.40+0.49 9.38+4.09 1 125.94+849.01

28 K 0.98+0.01 6.55+0.21 7.26+0.36 676.90+64.68
PH 0.96+0.00 6.21+0.10 8.44+0.96 793.64+122.66

T = FoR 5 R IRZE A HE 22 5% . 35 (P<0.05)

Note: * represented significant differences with control group at the same time( P<0.05)
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Fig.1 PCoA analysis of intestinal microbe in mice
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Fig.2 The taxonomic composition of intestinal microbe in mice at phylum level
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Fig.3 Heatmap of intestinal microbe in mice at genus level
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