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Elucidation of epigenomic and metabolic control by Akt signaling in the
development of cancer stem cells
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Cancer tissues, in most cases, contain various types of cells within the
tissue, a characteristic referred to as ‘ heterogeneity of cancer tissues’ . One of the major
reasons why cancer treatment is difficult is that the impact of drugs and radiation varies depending

on the type of cell that forms the cancer. The existence of cancer stem cells (CSC) is considered
important as a mechanism that creates the heterogeneity of cancer tissues. In this study, we aimed
to elucidate the molecular mechanism of CSC formation, and conducted an analysis of the role of

signal transduction pathways, and the construction of an experimental system to visualize CSC using
cells derived from glioblastoma, a type of brain tumor.
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