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Development of novel therapy for leukemia targeting metabolism-dependent protein
modification
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Hematopoietic transcription factor LM02 Blays an essential role in early
hematopoiesis and is frequently activated in T-cell acute lymphoblastic leukemia (T-ALL) patients.
In this study, we studied whether NAMPT- or SIRT2-specific inhibitors, which inhibit LMO2 protein
activation through regulation of acetylation, have a therapeutic effect on T-ALL.

We revealed that NAMPT- or SIRT2-specific inhibitors could suppress proliferation of T-ALL cell
lines and T-ALL patient cells which express LMO2 protein in LMO2 acetylation dependent manner. We
als? identified genes whose expression is regulated by LMO2 acetylation using RNA sequencing
analysis.
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