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Analysis of p16 hypermethylation in sputum samples from lung cancer patients

LIU Jin-yi, AN Qian, SUN Wen-yue, HUANG Jin-feng, PAN Qin-jing, CAO Jia, CHENG Shu-jun, GAO Yan-ning (Depart-
ment of Hygiene Toxicology, College of Military Preventive Medicine, Third Military Medical University, Chongging 400038, China)

Abstract: Objective To analyze the aberrant methylation of p16 promoter in sputum samples fiom lung cancer
patients and to evaluate p 16 hypemethylation as an effective biomarker for the early auxilliary diagnosis of lung can-
cer. Methods A modified semi-nested methylation-specific PCR (MSP) was performed for the detection of p16 hy-
permethylation in sputum and corresponding partial umor tissue samples from 94 cases of lung cancer patients and 10
cases of chonic inflanmation. Results The hypemethylation of p16 promoter was detected in 74 %5 of the sputum
specimens. Compared with conventional cytological analysis, detection of p16 hypermethylation in sputum samples
could be a more sensitive and specific approach for the diagnosis of lung cancer. Combination of cytological analysis
and detection of p16 hypemethylation in sputum could identify 86.17% (81 04) lung cancer. The patients whose
sputum cells had hypemethylated p16 gene also exhibited aberrant methylation in their tumor cells. In 10 cases of
chronic inflammation, p 16 hypemethylation was only detected in 3 cases. Conclusion Detection of p16 hyperm-
ethylation in sputum of the lung cancer patients might offer an effective means for the earlier auxillaty diagnosis of this
malignancy .
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Tab 2 Results of hypermethylation of p16 gene and cytological
, ThinPrep Cytolyt (CYTYC, ) 15 analysis of sputum samples from lung cancer patients
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Tab3 Results of hypermethylation of p16 gene detection and cytolo-
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