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Explaining the mechanism of high sensitivity for radiotherapy in human papilloma
related oropharyngeal cancer.
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Most of the HPV-related head and neck cancer patients are infected by HPV
16. According to HPV 16 infection produces pl6 protein, we analyzed the installed location and the
alteration of methylation prior to pl6 and cyclin D1 proteins production. Integration loci were
located predominantly in the intergenic region, with a significant enrichment of the microhomologous
sequences between the human and HPV 16 genomes at the integration breakpoints. The HPV 16
integrants remained hypomethylated when the flanking host genome was hypomethylated. After
integration into highly methylated human genome regions, however, the HPV 16 DNA became methylated.
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