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[ Abstract] Objective To analyse mutation detection effect of the ordinary PCR method with direct sequencing
method and qPCR -HRM curve analysis technology on the detection of glioma epidermal growth factor receptor(EG-
FR) gene. Methods Ordinary PCR with sequencing method and qPCR-HRM curve analysis technical were used to
detect EGFR gene mutation type in patients with glioma,the chi test was used for results comparison. Results The
consistency of detection results was up to 90. 91% between ordinary PCR with direct sequencing method and qPCR-
HRM curve analysis technology on tumor tissue in patients with glioma EGFR mutation, the difference was statisti-
cally significant (P>>0. 05). Conclusion Compare to ordinary PCR with direct sequencing method, the operation of

qPCR-HRM curve analysis technical might more simple, the experimental time might shorter, the risk of cross con-
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tamination might less,and its test results could identify the samples of genotype.
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