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Diagnosis and Identification of the Highly Virulent Porcine Reproductive
and Respiratory Syndrome Virus by RT-PCR

ZHAO Zhi-quan, WANG Fu-guang, HAO Huan-ying, ZHANG Si-yuan, HE Dong-sheng
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Abstract: A pair of primers based on Nsp2 gene of porcine reproductive and respiratory syndrome virus
(PRRSV) was designed and a method of RT-PCR was developed to distinguish the highly pathogenic

PRRSV from the classic attenuated vaccine strain. The method was sensitive to detect as low as 0.2 ng

viral genome. PCV2, PRV, PPV and CSFV were negative in their reactions.
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Fig.1 RT-PCR amplification of PRRSV YA strain and vaccine
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M: DNA marker DL2000;1 .5 A #;2:CSFV;3.PCV2;4:PRV;5.PPV
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Fig.2 Specificity of RT-PCR amplification
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Fig.3 Sensitivity of RT-PCR amplification
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Fig.4 RT-PCR amplification of field samples
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