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Genome-wide epigenetic analysis of glioma and glioma stem-like cells
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Methylation markers for glioma malignant progression identified by
genome-wide methylation analysis were validated using MassARRAY. The result was highly correlated
with Infinium methylation analysis. Many glioma samples, glioma cell line, and glioma stem cells
were validated for the methylation markers. Methylation profile of glioma stem cells were similar to

that of G-CIMP demethylated group, suggestin? malignant progression with demethylation was related
to glioma stemness. Demethylation sites in malignantly progressed samples were poorly enriched in
Histon methylation marks such as H3K4me3 and H3K27me3 in embryonal stem cells.
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