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Functional exploration of PRC2 component proteins as potential prognostic
markers in oral cancer

Tange, Shoichiro
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This study targets proteins without enzymatic activity among the Polycomb
repressive complex (PRC) that contribute to transcriptional repression of target genes. Analysis of
expression information on oral cancer in TCGA, a database of clinical specimens, showed that for one

of the genes in this study, the recurrence-free survival of the high-expression group was
significantly longer than that of the low-expression group. We performed knockdown experiments of
this gene in oral cancer cell lines and analyzed the transcriptome information. The results showed
that knockdown of the gene increased the expression level of a group of genes that contribute to
epithelial-mesenchymal transition, one of the signs of tumor malignancy, which correlates with

increased motility and acquisition of drug resistance.
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MYEOV overexpression induced by demethylation of its promoter contributes to pancreatic cancer 2023
progression via activation of the folate cycle/c-Myc/mTORC1 pathway
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