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Fig. 1 Comparison of dissolved oxygen.,water temperature, pH,ammonia nitrogen parameters between rice field and pond

(P<20.05)
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ples from two experimental groups
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Comparative Analysis of Intestinal Microorganisms of Tilapia
under Different Culture Environment

ZHANG Jingyi' s XIAO Jun®,LIANG Junneng’ s WANG Jingjie"* ,ZHANG Xu''?,

LUO Yongju'”

(1. College of Animal Science and Technology, Guangxi University, Nanning, Guangxi, 530004, China; 2. Guangxi Academy of
Fishery Science,Nanning, Guangxi,530021,China)

Abstract:In order to compare the change rule of the intestinal flora structure and relative abundance of tilapia
in different culture environments,tilapia in two cultivation environments of rice fields and ponds was selected
as the research object,and the water quality indicators (dissolved oxygen, water temperature, pH value and
ammonia nitrogen) were regularly measured during the experiment period. The cultured 202 d tilapia was col-
lected,and its intestinal microorganisms were detected by 16S rRNA high-throughput sequencing and the
change rule of tilapia intestinal flora in different culture environments was analyzed. The experimental results
showed that the water quality parameters were within the normal range, but the water quality parameters of
different culture environments were different, which might cause changes in the structural composition and
diversity of tilapia intestinal microorganisms. The relative abundance of Fusobacteria, Firmicutes and Pro-
teobacteria were higher in two different culture environments. Cyanobacteria, Bacteroidetes and Actinobacte-
ria had significant differences in species richness. The proportion of Cyanobacteria in the intestinal flora of ti-
lapia in the rice field group was higher than that in the pond group,while the proportion of Bacteroidetes and
Actinobacteria in the intestinal flora of tilapia in the pond group is higher than that in the rice field. At the ge-
nus level,the genus Cetobacterium , Paeniclostrdium and Romboutsia were relatively abundant in the intesti-
nal flora of tilapia in the rice field group,and the genus of relatively high abundance of intestinal flora in the
pond group was Cetobacterium , Enterovibrio and Plesiomonas. There are significant differences in the distri-
bution and abundance of intestinal microflora in different culture environments, which can provide basic data
for the study of intestinal microflora in tilapia.

Key words:rice field culture,pond culture,tilapia,intestinal flora,relative abundance
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