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Fig. 4 Phylogenetic tree based on 16S rDNA gene sequences
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Isolation and Identification of Pathogenic Bacteria of Rabbit Diarrhea in
Chongqing and Establishment of Its Detection Method

XU Guoyang,SHEN Kefei, XU Dengfeng,FU Lizhi,
ZHANG Suhui, WANG Xiaoyou and YANG Liu

(Chongqing Academy of Animal Science ,Chongging 402460,China)

Abstract The purpose of this study is to isolate and identify the pathogenic bacteria of rabbit diarrhea
in Chongqing and establish its detection method. The pathogenic bacteria was isolated by the method
of clinical diagnosis and bacterium separation technology. The 16S rDNA gene, which was augmented
by universal primer for bacteria and used to build the phylogenetic tree, was carried out in the NCBI
Blast comparison. And PCR detection method was established based on the specific primers of the bac-
terial strains. The molecular identification result showed that Pseudomonas aeruginosa » Clostridium
per fringens, Staphylococcus aureus and Escherichia coli were successfully separated based on the
phylogenetic analysis. The multiple PCR method which was established according to the gene of eta,
toxin a,nuc and eae, could amply the purpose strip with a fragment of 1 043 bp, 324 bp, 200 bp and
609 bp. The minimum detectable concentration of the pathogenic bacteria could be checked out with
the concentration of 10° cfu « mL ™", The 200 clinical samples test results showed that the four kinds of
pathogenic bacteria were ubiquitous. And Staphylococcus aureus was independently checked out with
the highest detection rate of 37. 6%. In addition, the mixed infection of Staphylococcus aureus and
Escherichia coli was discovered with the detection rate of 28. 0% by the method of multiple PCR.
Four kinds of pathogenic bacteria of rabbit diarrhea were isolated based on the research. And the mul-
tiple PCR method which had been successfully established laid foundation for detection and prevention
of rabbit bacterial diarrhea.

Key words Rabbit diarrhea;Pathogenic bacteria;Isolation and identification; Multiple PCR; Mixed in-

fection; Detection rate
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