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We obtained three heads of results in this study. (1) When considering the
cervical cancer prevention and health check system in Japan, to clarify the HPV genotyping of the HPV16
and HPV52 is important. (2) HPV16 and/or 52 genotyping and viral load of cervical scraping cells are
useful as a molecular marker to estimate the changes iIn the cervical cytology. (3) Latest knowledge of an
association between cervical cancer and DEFB4 copy-number variation, it was considered useful for the
diagnosis and prevention of the onset of cervical cancer.

This study now performs exsome analysis and methylation array analysis using the next-generation
sequencing method is expected to be connected to the identification of more host side factors.
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