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ANALYSIS OF INTESTINAL MICROFLORA OF JAPANESE EEL (ANGUILLA
JAPONICA) IN MIGRATION ALONG CHINA OFFSHORE

JIANG Zhi-Xin"?*? LIKang"?*? BA Xu-Bing"*?® ~ZENG Xiang-Biao"?*? LIU Li-Ping"*?

(1. China-ASEAN Belt and Road Joint Laboratory on Mariculture Technology (Shanghai), Shanghai Ocean University, Shanghai 201306,
China; 2. Key Laboratory of Exploration and Utilization of Aquatic Genetic Resources, Ministry of Education, Shanghai Ocean
University, Shanghai 201306, China; 3. Shanghai Engineering Research Center of Aquaculture, Shanghai Ocean University, Shanghai
201306, China)

Abstract In order to study the structure and diversity of the intestinal microbiota of glass eels of Japanese eel
(Anguilla japonica) in the Changjiang (Yangtze) River estuary, and to investigate the nutritional requirements of wild glass
eel, they were sampled in the adjacent waters of Taizhou and Zhoushan of Zhejiang Province, and Yancheng of Jiangsu
Province. Using 16S rDNA amplicon sequencing technology, the dominant bacterial communities and functional
differences related to nutrient metabolism in the glass eel intestines were analyzed. Results show that the intestinal
bacterial community of glass eels at all the three sites was dominated by Proteobacteria and Actinobacteria, which
accounted for 68.7%~82.0% and 4.2%~19.0%, respectively. Acinetobacter and Pseudomonas were the most abundant
genera, accounting for 12.4%~17.3% and 8.07%~13.03%, respectively, being dominant genera constantly. In addition, each
site featured rich and unique bacterial groups, including Aeromonas in Taizhou, Endozoicomonas and Cutibacterium in
Zhoushan, and Psychrobacter and Empedobacter in Yancheng, which is believed that different water environment factors
resulted in site-specific bacterial groups. Acinetobacter, Pseudomonas, and Endozoicomonas have protein-degrading
functions in the intestines of various fish species. deromonas is a cellulose-degrading bacterium and can also secrete
extracellular proteases. Furthermore, we found by functional prediction that the transport and metabolism of amino acids
took the highest proportion of the functions, which implies that glass eels could consume more protein-rich components for
food during migration. This study unveiled the diversified composition in intestinal microbiota of wild glass eels along
offshore in East China, and provided a basis for studying the feeding habits and food composition of wild eels, as well as a
reference for the design of bait for the artificial breeding of Japanese eel.

Key words Japanese eel (Anguilla japonica); larvae; intestinal microbiota; microbial diversity;

high-throughput sequencing



