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Identification of factors contributing to epigenetic alteration and maintenance
in EBV infection.
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We demonstrated that Epstein-Barr virus (EBV) infection induced de novo DNA
methylation in immortalized normal gastric epithelial cell, GES1, as well as gastric cancer cell,
MKN7. Post-infection time-series DNA methylation analyses showed that EBV infection exerted strong
pressure to induce de novo DNA methylation in gastric epithelial cells within a month in a
spatiotemporally well-ordered manner. RNA-seq analysis showed that multiple EBV genes expression in
early infection phase, indicating that complicated mechanisms should be involved in de novo DNA
methylation induction. We established effective EBV dropout system using mutant EBNA1 labeled by

fluorescent protein.
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