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Detection of Five Bacterial Species in Bovine Mastitis by

PCR Based on 16S rDNA Sequence

LI Dong-liang' ,KOU Ya-nan®,SONG Yue’, WEI Zhan-yong® , WANG Ya-bin'*
(1. College of Animal Science and Veterinary Medicine, Henan Agricultural University,Zhengzhou 450002, China;
2. Key Laboratory for Animal-derived Food Safety of Henan Province, Zhengzhou 450002, China)

Abstract: According to 16S rDNA conserved sequence, referring to the GenBank sequence, this
test designed five pairs of primers, established a PCR assay for detection of five kinds of bovine
mastitis pathogens. Experimental results showed that: Five pairs of primers for their own strains
could amplify positive bands,and possessed high specificity. Sensitivity test showed that the prim-
ers were able to detect Clostridium per fringens , Lactococcus lactis , Proteusbacillus vulgaris , Pseudo-
monas aeruginosa and Enterococcus bacteria DNA concentration of 3 40,0 89,0, 91,3 30,3 60 ng/pL.
The method was used to detect milk samples which was collected from suspected clinical mastitis cows.
Compared with the traditional bacteria isolation and identification method, the new method had the advan-
tages of sensitivity and efficient. The results show that the new method is sensitive to detect cow mastitis
pathogen and can be used in clinical practice.
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