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Establishment of a RT-PCR detection method for

porcine epidemic diarrhea virus
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Abstract: Porcine epidemic diarrhea virus (PEDV) is a major enterovirus causing porcine diarrhea. In order
to establish a rapid and accurate PCR method suitable for the detection of PEDV in a large number of
samples, a pair of specific primers were designed based on the sequence characteristics of PEDV N protein
genes in this study, and the annealing temperature and cycle number were optimized. The results have
shown that the established RT-PCR method specifically amplified the PEDV target without cross-reaction
to non-target viruses, and the minimum detection limit of the method reached 5 copies/pl. 40 fecal
samples from healthy pigs were detected by this method, and the detection rate of PEDV was 12.5%. The
results indicate that the established RT-PCR method has good specificity and sensitivity, which can be
used for clinical diagnosis and epidemiological investigation of PEDV.,
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