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Detection of Promoter Hyper methylation in the Serum of Esophageal Squamous Cell Car ci-
noma Patients by Nested Methylation- Specif ic- Polymerase Chain Reaction
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Abgract :Objective  This study was designed to detect the methylation status of the promoter region of
p16 genein DNA extracted serumfrom esophageal squamous cell carcinoma (SCC) ,and eval uate the role
of p16 gene promoter hypermethylation in esophageal SCC screening and early diagnosis. Methods Nes
ted methylation specific PCR (nMSP) was used to detect p16 promoter hypermethylation in serum DNA
from 56 esophageal squamous cell carcinoma (SCC) and control serum samplesfrom 22 healthy individu-
al's. Compared methylation-specific PCR(MSP) , nMSP was more senditive. Results  Aberrant promoter
rmethylation of the p16 gene wasfound in 34 of 56 serum samples usng nMSP ,and only 15 cases was
detected usng MSP. No aberrant promoter methylation was detected in the peripheral serum of the
healthy individual s. Conclusion  The detection of p16 gene promoter hypermethylation in the serum of e
sophageal SCC patients can give the useful information for tumor early diagnoss , follow-up study of e
sophageal SCC patients. nMSP is a smple,senstive ,and specific method for rapid analyss of the pro-
moter methylation status of many genes.
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