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Analysis of the molecular basis of Gata2 gene activation in mast cells
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Mast cells are hematopoietic cells that reside in peripheral tissue and play
critical roles in allergic inflammation as well as host defense against pathogenic microorganisms.
Most of mast cell-specific genes are regulated by a transcription factor GATA2. It is expressed at a

high level in mast cells, but molecular basis underlying the high level of expression is not
defined. In this study, we found that 53kbp downstream of transcription start site of murine Gata2

is highly activated in mast cells. Deletion of this region in mice by genome editing resulted in
partial defect in mast cell development.
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