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Roles of TET family in dynamic epigenomic alteration induced by EB virus
infection
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Epstein-Barr virus (EBV) positive gastric cancer shows the most extensive

DNA methylation among all human malignancies. One of the DNA demethylases, TET2, is repressed by EBV

infection. In this study, TET2 overexpressing cells were successfully infected with EBV. Regarding
TET2 targeting genes, induction of DNA methylation was partially inhibited, and histone activating
marks were upregulated compared to normal EBV infection without TET2 overexpression, accompanied by
upregulation of targeting genes. Furthermore, we confirmed proteins on SDS-PAGE gel that may work
with TET2 for histone modification changes. We have made knockdown cell lines of those protein
candidates, and conducted histone modification analysis by ChIP-seq and compared to those of TET2
knockdown cell line. Some regions with histone active marks downregulated were overlapped.
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