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Sudy on the Specificity of ARMS Real-time PCR Genotyping

ZHEN G Wei-we® L IAN GJi-xuan® ,L | Qing-ge'”
(1. Key Laboratory of Ministry of Education for Cell Biology and Tumor Cell
Engineering ,Department of Biomedical Sciences,School of Life Sciences,
2. Cancer Research Center ,Medical College,Xiamen University ,Xiamen 361005 ,China)

Abstract : A kind of Plasmids containing four different genotypesin codon 12 of K-ras gene (which wild typeis GGT and mutants
are AGT ,TGT ,CGT ,respectively) was used as modd to study the specificity of ARMS primers-based real-time PCR genotyping.
Based on the melting temperature difference between the primer dimmer and the amplicon ,afour-step PCR protocol that could elimi-

nate primer dimmer interference was established ,where the fluorescence was measured at the forth step of 80

. The results showed

that usng ARMS primers harboring additional mismatch at (n- 3) position could further greatly increase the specificity of the geno-
typing. ARMS real-time PCR genotyping proved to be a rapid ,simple ,cost effective ,and reliable genotyping method. It could be appli-
cable to genotyping of a variety of genes and had the potential to apply in clinical diagnoss.
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