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Abstract Objective To Establish a sensitive and specific SYBR Green [ real - time quantitative PCR (RT - qPCR) for rapid
and accurate detection of coxsackievirus B3 (CV - B3). Methods Universal primers for Coxsackie B virus and specific primers for the
VPI gene with T7 promoter of this Serotype strain was designed. RNA obtained from in vitro transcription was used as the standard. Stand-
ard curve was drawn, and a RT — qPCR method was established to detect CV — B3. The sensitivity, specificity and repeatability of this de-
tection method was evaluated. Results The method showed a good amplification efficiency and linear relationship in the range of 10 — 10’
copies/pl. The lowest detection limit was 10copies/ul, the r’ coefficient of the standard curve was 0.999, and the amplification efficiency
was 95.7% . There was no cross reaction was found with coxsackievirus A6 ( CV — A6) , coxsackievirus AI0(CV — A10) and enterovirus
71 (EV =71) in the method and the coefficient of variation (CV% ) value of repeatability experiment was less than 2% . Conclusion The
detection method established in this experiment has strong sensitivity, specificity, and reproducibility, and can be used for the qualitative

and quantitative detection of the clinical and laboratory samples.
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