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Abstract  

      Hepatocellular carcinoma (HCC) is a common carcinoma worldwide and a leading cause 

of patient’s cancer-related mortality. DNA methylation plays a role in the etiology and 

pathogenesis of hepatocellular carcinoma (HCC).  

Objective:  Testing the epigenetic changes in P16 gene and analyzing its expression in HCC 

patients. 

Methodology: 50 patients with hepatocellular cancer (HCC) and 50 healthy individuals as a 

control group were enrolled in this study. P16 methylation was measured in the serum of 

HCC patients using real- time PCR after bisulfite modification. 

Results: P16 gene methylation was detected in HCC group with mean percentage of 

65.5016.6, reaching 70% in cases with with progressive BCLC stages  

P16 gene was noticeably under-expressed in the HCC group, which varied significantly from 

the control group (p=0.0001). The Receiver operating characteristic (ROC) curve analysis 

showed that both biomarkers have reliable sensitivity and specificity.  

Conclusion: P16 gene had aberrant methylation in HCC cases, which was significantly 

enhanced in cases with child score C & advanced BCLC stage. There was an under expression 

of P16 gene. This  gene can be considered potential diagnostic biomarkers for HCC. 
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