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Functional analysis of a transcription factor, IRX1, in megakaryocyte
differentiation
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In megakaryopoiesis, many transcription factors need to work cooperatively
at appropriate stages, but the transcriptional regulatory mechanism have not been fully elucidated.
The purpose of this study is to clarify the function of IRX1, a transcription factor that has not
been reported to be associated with hematopoietic differentiation, in megakaryopoiesis.

We revealed that IRX1 expressing cells underwent cell cycle arrest and showed increased expression
of megakaryocyte-erythroid specific genes. This is the first report demonstrating that IRX1 is
involved in hematopoietic differentiation.
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