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Elucidation of the molecular pathogenesis of chronic myelomonocytic leukemia
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Chronic myelomonocytic leukemia (CMML) is a hematopoietic malignancy with a
poor prognosis, and the development of targeted therapies is required. The expression level of
cytoskeleton-related genes in CMML cells is higher than that of healthy bone marrow cells, so we
investigated whether these genes could be a potential therapeutic target. Regulation of the
transcription level of these genes did not alter functions such as leukemogenesis or hematopoietic
differentiation, and we are making preparations for experiments using knockout cells and metabolome
analysis.
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