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ON CHANGES OF INTESTINAL MICROBIOTA OF A NEW HYBRID STRAIN OF
(FEMALE CULTER ALBURNUS) x (MALE MEGALOBRAMA TERMINALIS) REARED IN
IN-POND RACEWAY AQUACULTURE SYSTEM

LI Qian, GUO Jian-Lin, WANG Yu-Chen, JIANG Jian-Hu,

CHEN Jian-Ming, GU Zhi-Min

(Zhejiang Institute of Freshwater Fisheries, Agriculture Ministry Key Laboratory of
Healthy Freshwater Aquaculture, Huzhou 313001, China)

SUN Li-Hui, MI Guo-Qiang,

Abstract
male Megalobrama terminalis) reared in an in-pond race (IPR) aquaculture system, 16S rRNA high-throughput sequencing

To study the changes of intestinal microbiota in a new hybrid strain of (female Culter alburnus Basilewsky x

method was used to analyze the microflora structure and diversity of intestinal tract and water samples while the common
pond was used as a control group. Results show that the microbial structure of intestinal tract changed obviously in the IPR
group and it was strongly dominated by Fusobacteria at phylum level, which occupied 92.47% of the total species.
However, three dominant phyla were found in the control group, including Fusobacteria, Proteobacteria, and Firmicutes,
with the abundance of 34.45%, 33.30% and 21.30%, respectively. The numbers of microflora in water samples were higher
than that of intestinal samples, and their dominant phylum was different. Cyanobacteria was the most abundant phylum in
the water of IPR, the relative abundance was 36.53%. Actinobacteria was the second dominant phylum, 24.67%. In contrast,
Actinobacteria and Proteobacteria were the most abundant phyla in the control group and their relative abundances were
38.99% and 28.15%, respectively. The diversity index indicates that the Shannon index and Chaol index were higher in
water samples than in that of intestinal tract, and the value of the diversity index in the IPR intestinal sample was the
lowest of the all samples. Results reveal that the structure of intestinal microflora in the IPR changed to a certain extent and
the diversity of bacterial communities decreased obviously. Attention shall be paid to the intestinal health and culturing
management of the IPR.

Key words intestinal microbiota;

female Culter alburnus x male Megalobrama terminalis; in-pond raceway (IPR)

aquaculture; high-throughput sequencing



