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Normalization Method in Real-time PCR Data
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China)

[ Abstract] In biological research, gene analysis with real-time PCR is a routine tool becoming increasingly

important for high throughput and accurate profiling of mRNA, micRNA, etc. In real-time PCR, a right

normalization count is particularly important for improving the accuracy of data analysis and results. In recent studies,

appropriate normalizaiton reference in real-time PCR should be selected according to different objectives, such as

single internal control gene normalization, multiple internal control genes normalization, microRNA normalizaiton

and artificial molecular normalization and so on. In this paper, an overview of the progress of normalization in

real-time PCR was presented.
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Fig. 1 The stable expression reference genes in tissues
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