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Analysis of HBV integrantion into human mtDNA and its application to drug
discovery
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The mechanism of hepatocarcinogenesis via persistent HBV infection may
include direct involvement of HBV in liver carcinogenesis that does not require long-term chronic
inflammation. We focused on viral DNA incorporation into the human genome in the HBV-positive
hepatocarcinoma cell line HepG2.2.15 and performed NGS analysis and methylation analysis near the
sites of incorporation. Although mitochondrial dysfunction in HepG2.2.15 was suggested, we did not

think that this was caused by MT-CO3/HBV incorporation.
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