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Applications of digital PCR in diagnosis and treatment of lung cancer”
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Science and Technology ,Luoyang , Henan 471000,China )

[ Abstract ] Digital PCR (dPCR) is a novel technique for absolute quantitative analysis of nucleic acid
molecules. The principle is that the template is diluted and randomly distributed into a large number of reac-
tion units to realize PCR amplification of a single template molecule, and finally the number of nucleic acid
molecules is calculated according to the proportion of positive reaction units and the poisson distribution. So it
can realize direct and absolute quantification of target genes without depending a standard curve. Compared
with real-time quantitative PCR (qPCR) technology,it has higher sensitivity and accuracy,especially suitable
for the detection and quantification of trace or trace amounts of DNA. Due to its unique technical advantages,
dPCR has shown the great advantages and application prospects in many research fields. This paper mainly re-
viewed the technical principle,classification and advantages of dPCR and its applications in the aspects of the
diagnosis of lung cancer, the targeted therapy formulation for lung cancer, drug resistance monitoring and
prognosis prediction.
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