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REGULATION EFFECT OF TUNA (KATSUWONUS PELAMIS) FISH OIL AND FISH
SPERM ON GUT MICROBIOTA STRUCTURE

ZHANG Zhi-Xuan'?, WANG Zi-Yan"?, LIU Yan"?, HUO Chun-Heng"®, SHI Qiu-Yue"?,

CHEN Ju"?, HAN Jiao-Jiao"?, SU Xiu-Rong"?
(1. State Key Laboratory for Managing Biotic and Chemical Threats to the Quality and Safety of Agro-products, Ningbo University,

Ningbo 315211, China; 2. College of Food and Pharmaceutical Sciences, Ningbo University, Ningbo 315832, China; 3. School of Marine
Science, Ningbo University, Ningbo 315832, China)

LI Jing-Jing" %,

Abstract
structure of gut microbes in mice fed with tuna fish oil and fish sperm enzymatic hydrolysis solution. Based on the changes

High-throughput sequencing technology was used to analyze the diversity, community composition, and

of the gut microbes, the impact of high-protein and high-fat diets on human health was discussed. The results show that the
gut microbes of the mice fed with the fish oil group were rich and diverse. At the phylum level, the predominant phylum of
the control group and fish oil group was Bacteroidetes; the predominant phylum of the fish sperm group was Firmicutes. At
the family level, the dominant family in the control group and fish oil group was Muribaculaceae; the dominant family in
the fish sperm group was Lachnospiraceae. At the genus level, the predominant genus in the control group and fish oil
group was Muribaculum; the predominant genus in the fish sperm group was Lachnoclostridium; the intestinal microbial
community of mice in the control group, fish oil group, and fish sperm group also included Ruminococcus and Bacteroides.
At the species level, the dominant bacteria in the control group and fish oil group was Muribaculum intestinale; the
dominant bacteria in the fish sperm group was Clostridium saccharolyticum. It was determined that tuna fish oil and fish
sperm can regulate the structure and composition of the gut microbes, increase the gut beneficial bacteria, and reduce the
abundance of pathogenic bacteria, etc.

tuna fish oil; high-throughput sequencing; gut microbiota;

Key words fish sperm enzymatic hydrolysis solution;

probiotics



