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EFFECTS OF FOUR DIFFERENT DIETS ON GROWTH AND INTESTINAL
MICROORGANISMS OF COMMON OCTOPUS (OCTOPUS VULGARIS)

LUO Qi-Hao"%, WANG Wei-Jun"%? NI Le-Hai*, JING Fu-Tao*, XU He’,
LI Zan?, LIBin*°, YANG Jian-Min"?*?

(1. National Demonstration Center for Experimental Fisheries Science Education, Shanghai Ocean University, Shanghai 201306, China,
2. School of Agriculture, Ludong University, Yantai 264025, China; 3. Jiangsu Baoyuan Biotechnology Co., Ltd., Lianyungang 222100,
China; 4. Shandong Fishery Technology Extension Station, Jinan 250013, China; 5. Yantai Haiyu Ocean Technology Co., Ltd., Yantai
264000, China; 6. Shandong Marine Resource and Environment Research Institute, Yantai 264006, China)

Abstract Octopus vulgaris is one of the most important commercial cephalopods and widely distributes in southeast
China. Featured with strong environmental adaptability, rich nutrition, fast growth, wide spectrum of bait, and high
conversion rate, O. vulgaris has become one of the best-selling aquatic products in China and other countries. In this study,
we explored the effects of four diets on the growth and intestinal microorganisms of O. vulgaris. The four diets were
Scomberomorus niphonius (fish group), Helice tridens tientsinensis (crab group), Mactra veneriformis (clam group), and
Loligo japonica (squid group). The average daily food intake, specific growth rate, diet conversion rate, and economic
benefit ratio of each group were analyzed. The intestinal contents of O. vulgaris of each group were detected. Results show
that the clam group had the highest average daily food intake, while the diet conversion rate was lower than that of the fish
group and the crab group. There was a little difference in the average daily food intake between the fish group and the crab
group, whereas the crab group had the highest specific growth rate and diet conversion rate. The crab group had the best
economic benefits ratio. The average daily food intake, specific growth rate, diet conversion rate, and economic benefit
ratio of the squid group were the lowest. The abundance and diversity of the intestinal microbial community of O. vulgaris
in the fish group were the highest. Ten phyla including Tenericutes, Spirochaetes, Proteobacteria, etc. were the dominant
bacterial phyla in O. vulgaris. Eleven genera including Mycoplasma, Lactococcus etc., were the dominant bacterial genera
in the clam group with the highest average daily food intake. Five bacterium species including Vibrio, Fusibacter, etc. were
the dominant bacterial species in the crab group with the highest specific growth rate. In overall, crabs are ideal diet of O.
vulgaris in terms of growth performance and intestinal microorganisms.

Key words Octopus vulgaris; diet; growth performance; intestinal microorganism; 16S rDNA



