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Principles of real-time quantitative PCR and its application in plant pathology
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Abstract Real-time quantitative PCR (polymerase chain reaction) is a new method used to analyze the template con-

centration by monitoring the fluorescent signal during each amplification cycles. Benefits of this technology over con-

ventional ones include high sensitivity, large dynamic range and accurate quantification. It is widely used in molecular

diagnostics, molecular biology research and animal and plant quarantine, etc. In this review, the principles, key fac-

tors of this method and its application in plant pathology were discussed.
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