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Analysis of HPV genome variations using next generation sequencer: in
association with cervical carcinogenesis
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There are concomitant genetic changes in the HPV genome during viral
infection, so-called "variant” or "quasispecies". Among the HPV52/58-positive specimens from
Japanese women with CIN/ICC, the variant distributions were strongly biased toward lineage B for
HPV52 and lineage A for HPV58 across histological categories. Among women with HPV16 positive
lesion, sublineage A4 are dominant in cervical cancer patients. The relative risk of sublineage A4
for cervical cancer development was significantly higher compared to sublineages A1/A2/A3. We also
found new sublineage, A5. Among the within-host variations, C-to-T transitions, a characteristic
change mediated by cellular APOBEC cytosine deaminases, were predominantly detected throughout the

whole viral genome, most strikingly in low-grade CIN lesions.
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