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Analysis of cecal microbiota in chickens infected with Eimeria tenella based
on the 16S rDNA sequencing technology

LIU Jianhua', ZHANG Guangji’* , YUAN Cheng', LU Yantong'
(1. College of Animal Medicine, Jiangsu Agri—animal Husbandry Vocational College, Taizhou 225300, China;
2. College of Medicine, Taizhou Polytechnic College, Taizhou 225300, China)

Abstract; To explore the effect of Eimeria tenella infection on the cecal flora of chickens, the cecal contents in chickens in the control
group and the infected group were collected and their DNA was extracted. 16S rDNA sequencing was used to analyze the changes in the abun-
dance and diversity of the cecal flora. The 16S rDNA sequencing results showed that, compared with the control group, the abundance and
diversity of bacteria in the cecum of the treated group were significantly reduced. At the phylum level, the dominant microbiota in the control
group and the treat group were Firmicutes, Proteobacteria, and Actinobacteriota. After Eimeria tenella infection, the abundance of Firmicutes
decreased, and those of Proteobacteria and Actinobacteriota were increased, the difference was significant ( P<0.05). At the same time, the
dominant Bacteroidot appeared in the treated group. At the genus level, the abundances of Lactobacillus, Escherichia—Shigella, Bacteroides,
Rombutes, Corynebacterium, Enterococcus and Proteus in the cecal microflora of the chickens in the treated group was increased, compared
with that of the control group, but the difference was not significant ( P>0. 05). The abundances of f—Lachnospiraceae_unclassified , the [ Ru-
minococcus | _torques_group, Clostridia _UCG - 014, f— Ruminococcaceae _unclassified were decreased significantly (P <0.05). GCA -
900066575 was also decreased but not significantly ( P>0.05). The results of the fecal microbiota transplantation showed that the cecal
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content transplantation group and the fecal bacteria transplantation group significantly reduced the weight gain of the chickens infected with

Eimeria tenella, alleviated the cecal injury and OPG significantly, as compared with the saline transplantation group. The anticoccidial inde-

xes of the cecal contents transplantation group and the fecal microbiota transplantation group were 173. 12 and 164. 38, respectively. The a-

bove results indicated that Eimeria tenella infection destroyed the original intestinal flora, changed the composition and structure of the chick-

en cecum, and promoted the rapid growth and colonization of pathogenic bacteria represented by Escherichia—Shigella, while the presence of

probiotics in intestines of normal chickens intestines protect them against Eimeria tenella infection.

Keywords : chicken; Eimeria tenella; intestinal flora; 16S rDNA sequencing; fecal microbiota transplantation
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