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Elucidation of recurrence and malignant transformation mechanisms of glioma_
based on integrated multi-omics analysis and development of novel therapeutic
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We analyzed the mechanism of recurrence and malignant transformation of
gliomas. The results of epigenetic analysis showed that high expression of IGF2BP3 resulting from
passive DNA demethylation is important. Data also showed that active DNA demethylation also
contributes to tumor growth via transcription factors such as KLF4.

In the glioma microenvironment, we showed that tumor-associated macrophages (TAMs) are important,
and that the cytokine IL-13 secreted by TAMs induces activation of STAT3 and NFk B signaling, which
synergistically contribute to glioblastoma growth through the production of IL-6 and CXCL8 as well.
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