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Comparison of feed composition between Epinephelus fuscoguttatus & X E. lanceolatu § and Lutjanus
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Table 2  Bacterial diversity in intestinal gut and aquaculture
water of Epinephelus fuscoguttatus & X E. lanceolatu % and

Lutjanus erythropterus
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A OTUs ‘*E' B .?E i fa % Sequencing
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index index index
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Note:Epil — Epi3 means Epinephelus fuscoguttatus & X E. lanceola-
tu ¥ gut; Lutl — Lut3 means Lutjanus erythropterus gut; EpiPro
means aquaculture water of Epinephelus fuscoguttatus & X E. lanceo-

latu % ;LutPro means aquaculture water of Lutjanus erythropterus
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fuscoguttatus & X E. lanceolatu ¥ ; LutPro means aquacul-
ture water of Lutjanus erythropterus
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Fig. 1 Number of common and unique OTUs between

the gut and aquaculture water of  Epinephelus

fuscoguttatus § X E. lanceolatu % and Lutjanus erythrop-

terus
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& X E. lanceolatu % ; LutPro means aquaculture water of
Lutjanus erythropterus
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Fig. 2 Difference of bacterial composition in the gut and
aquaculture water between Epinephelus fuscoguttatus § X
E. lanceolatu % and Lutjanus erythropterus
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bacterial communities in Epinephelus fuscoguttatus & X E.

Composition and relative abundance of intestinal

lanceolatu § and Lutjanus erythropterus based on phylum

classification level
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Fig. 4 Composition and relative abundance of intestinal

bacterial communities in Epinephelus fuscoguttatus & X E.
lanceolatu ¥ and Lutjanus erythropterus based on the classi-
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Fig.5 Composition and relative abundance of intestinal bacterial communities in Epinephelus fuscoguttatus & X E. lanceo-

latu ¥ and Lutjanus erythropterus based on the level of family classification
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Diversity in the Gut of Pearl Gentian Grouper (Epinephelus
fuscoguttatus 4 X E. lanceolatu ¥ ) and Crimson Snapper
(Lutjanus erythropterus) Cultured in Industrial Recirculating
Aquaculture System

XIONG Xiangying' s WANG Zhicheng' . LIU Xujia®, YAO Kunzhi', LIANG Zhihui'
(1. Guangxi Institute of Oceanology Limited Liability Company, Beihai, Guangxi, 536000, China; 2. Guangxi Key Laboratory of

Marine Environmental Science, Guangxi Beibu Gulf Marine Research Center, Guangxi Academy of Sciences, Nanning, Guangxi,

530007, China)

Abstract ; The composition of fish intestinal flora is closely related to host health,and is affected by many fac-
tors. In order to analyze the composition of intestinal bacteria between pearl gentian grouper (Epinephelus
fuscoguttatus & X E. lanceolatu ¥) and crimson snapper (Lutjanus erythropterus) reared in an Recirculat-
ing Aquaculture System (RAS) and their relationship with the flora in the culture environment,the bacterial
composition and diversity of microflora in intestine and cultured water were analyzed by high-throughput se-
quencing. The results show that the proportion of common OTUs between the intestinal bacteria of pearl
gentian grouper and crimson snapper with their cultured water is 19.39% and 25. 68% respectively. As high
as 75.41% of OTUs in pearl gentian grouper are consistent with those in crimson snapper. The similarity in
bacterial community between the guts of two fish species is higher than that of bacteria in aquaculture water.
The dominant intestinal flora of pearl gentian grouper are Firmicutes, Alphaproteobacteria and Bacteroidetes,
while the dominant intestinal flora of crimson snapper are Deltaproteobacteria and Gammaproteobacteria. To
sum up,the gut bacteria of pearl gentian grouper and redfin snapper are independent of their cultured seawa-
ter bacterial communities. The gut bacteria of two fish species cultured in the same industrial recirculating
water system are mostly the same,but the key dominant bacteria are different.

Key words: recirculating aquaculture system; Epinephelus fuscoguttatus & X E. lanceolatu % ; Lutjanus

erythropterus ;bacterial community; high-throughput sequencing
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