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Tab.3 Statistical analysis of intestinal microbial diversity
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Fig.6 Microbial community heatmap at the genus level
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Fig.7 Distribution of microbial community at the genus level
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EFFECTS OF DIFFERENT FEEDING MATTERS ON INTESTINAL MICROBIAL
STRUCTURE DIVERSITY OF OPHIOCEPHALUS ARGUS

SHENG Peng-Cheng', ZHOU Dong-Ren', HAN Xin-Rong?, HU Xiao-Bo?, YE Xue-Ping', XU Lei',
ZHOU Dan', WU Qi-Fang', HAO Gui-Jie'
(1. Key Laboratory of Healthy Freshwater Aquaculture, Agriculture Ministry, Key Laboratory of Fish Health

and Nutrition of Zhejiang Province, Zhejiang Institute of Freshwater Fisheries, Huzhou 313001, China;
2. Tongxiang Fishery Workstation, Tongxiang 314500, China)

Abstract Snakeheaded fish Ophiocephalus argus was fed with different diets. Group W1 were fed with frozen fish and
Group W2 with viscera of livestock and poultry. After 12 weeks, intestinal contents were taken and 16S rDNA technique
was used to determine the difference in intestinal biodiversity and microbial diversity. Some 51 124 and 39 298 effective
intestinal bacterial sequences were obtained in Groups W1 and W2, respectively. Results show that 2631 and 4114 species
annotation units (OTUs) were found belonging to 5 and 49 genera in Groups W1 and W2, respectively. The intestinal
bacterial species were quite different in the two groups. The dominant species in Group W1 were Plesiomonas, Clostridium
sensu stricto, Cetobacterium, and Clostridium sensu stricto, while those of Group W2 were Clostridium sensu stricto,
Plesiomonas, Spartobacteria, Methyloparacoccus, Alsobacter, Saccharibacteria, and Mycobacterium. The Shannon index
of Group W2 was higher than that of Group W1, indicating that the diversity of intestinal bacteria in Group W2 was higher
than that in Group W1. The results also show that the diversity of intestinal bacteria community, OTU richness, and total
number of species fed with livestock and poultry viscera were greater than those fed with frozen fish. The OTU richness of
intestinal beneficial bacteria in Group W1 was higher than that in Group W2, but Group W2 had some potential pathogens.
This study provided scientific data for healthy cultivation of O. argus and potential applications of intestinal microbial
resources.

Key words snakeheaded fish Ophiocephalus argus; Illumina MiSeq genome sequencing; feeding methods;

intestinal microorganisms; community structure



