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Functional analyses of enzymatic activity- and complex formation-dependent roles
of UTX in the regulation of hematopoietic stem cells and development of

hematopoietic diseases
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To analyze demethylase-dependent and -independent roles of UTX, a histone
modifier, in hematopoiesis, we generated mice which express wild-type UTX at steady-state and
inducibly express a UTX mutant lacking its demethylase activity (DD) or a UTX mutant lacking its
protein-binding domain (A TPR). We analyzed the expression of DD or A TPR in hematopoietic cells
after induction, but we could not detect obvious expression of both proteins. This suggests the
possibilities that 1) induction efficiency is not high enough or 2) hematopoietic cells expressing
DD or A TPR can hardly survive, and we are currently analyzing both possibilities.

In addition, since UTX exists on the X chromosome, we also generated mice lacking UTY, the Y
chromosome homologue of UTX. Mice lacking UTY were normally born and we confirmed the absence of UTY
protein.
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