Figure S1

GATA-2 occupancy of loci dysregulated by the +9.5 mutation in PECAM-1 positive cells.
Genome-wide ChlIP-seq analysis of GATA-2 occupancy in HUVEC cells was previously

described (43). Signal maps of GATA-2 occupancy at loci identified by microarray in



Figure 8 were mined from the data. The ChIP-seq profiles show chromosomal position

vs. GATA-2 peak height.
Table S1

E-box-GATA composite elements in the human genome.
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