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Tr??scriptional regulation of mouse tryptase genes by GATA1l and GATA2 in mast
cells.
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Mouse mast cell tryptase genes (Tpsgl, Tpsh2 and Tpsabl) are located at
chromosome 17A3.3. In this study, we examined molecular basis of mast cell tryptase gene regulation
by GATAl and GATA2. Quantitative RT-PCR analysis showed that tryptase gene mRNA levels were
significantly reduced by the loss of GATA factors in bone marrow mast cells (BMMCs). ChIP assays
revealed that the GATA factors bind to the regions located at 72.8 and 84.3 kb upstream of Tpsh2
gene (referred to as region A and region B) in BMMCs. Deletion of region A using the CRISPR/Cas9
system resulted in a significant reduction of the Tpsb2 and Tpsgl mRNA levels in MEDMC-BRC6 mast
cells. Furthermore, CTCF and the cohesin subunit Rad21l binding to the regions between regions A and
B was significantly reduced by the loss of GATAL in BMMCs. Collectively, these results suggest that
GATA factors play important roles for organizing active chromatin architecture at mouse tryptase
genomic locus in mast cells.
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