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Development of Real - time Fluorescent Quantitative PCR Method for the
Evaluation of Highly Pathogenic Porcine Reproductive and Respiratory
Syndrome Vaccine (JXAl - R Strain)

WEI Jin, JIANG Hui, Dai Zhi — hong, GUAN Fu - shi, LI Cui, ZHANG Xiu - ying,
WEN Fang, LU Lian — shou, WANG Zai —shi”
( China Institute of Veterinary Drug Control, Beijing 100081, China)

Abstract: To detect the viral titre of highly pathogenic porcine reproductive and respiratory syndrome (HP — PRRS)
living vaccine (JXA1 - R strain) quickly and accurately, the probes and primers were designed and synthesized
according to the conserved genes of PRRSV available in GenBank, and reaction parameters were optimized to
develop a real — time fluorescent quantitative PCR method. The titre of some vaccines was determined with this
method. The average Ct value is 17. 08, and the average concentration is 4. 61 x 10" copy/plL. The correlation
ratio between the real — time fluorescent quantitative PCR method and TCIDy, method was 0. 83, which indicates
that this method can be used to detect the titre of HP — PRRS living vaccine.
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