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Creation of new diagnostic methods and epigenome therapy for oral cancer based
on extracellular environment responsive epigenome analysis

Nakamoto, Masafumi
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High expression of ANGPTL4 is known as a poor prognostic factor in various
carcinomas.Also in oral cancer, its high expression has been reported to have a correlation with
poor prognosis, but the mechanism of regulation of ANGPTL4 expression in a hypoxic environment is
unclear.l performed the experiment using an oral cancer cell line cultured in a hypoxic environment
to confirm the increase in the expression of ANGPTL4.1 confirmed the HIF-1a binding site at the
ANGPTL4 gene locus.At the same site, increased binding ofH3K27Ac (acetylation of histone H3 lysine
27), a mark of transcriptional activation, was confirmed.lt is suggested HIF-1a 1is involved in the
gene expression regulation of ANGPTL4 via an epigenetic mechanism.
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