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Development of RT-PCR to Detect Porcine Epidemic Diarrhea
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Abstract; In order to develop a rapid and specific test method for porcine epidemic diarrhea,reduing the
losses to the pig industry caused by PEDV , a pair of primers were designed accroding to PEDV S gene
sequence. Amplification conditions were optimized , RT-PCR method to detect PEDV was established. The
method could specifically detect the RNA of PEDV. The method was used to test 256 samples of 38 Henan
farms in 2016. The results showed that 157 samples were positive, 30 farms were postivie, and the
detection rate was higher than that of strip method. It indicated that the specificity of RT-PCR method to

detect PEDV was good and could be used to diagnosis of suspected cases of infection and epidemiological
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investigation of PEDV.
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