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To understand the molecular mechanism of the regulation of hematopoietic
stem cells, we focused on the identification of the novel transcriptional targets of hematopoietic
transcription factor RUNX1. Although many target genes have so far been identified, a number of
important targets should still remain to be elucidated. We have selected three candidate genes
through array-analysis of the RUNX1-deficient murine ES cells that have been described for
hematopoietic regulation. We found that RUNX1 regulated the promoter activity of all these three
genes detected by luciferase reporter assay experiments. ChlIP assay showed that RUNX1 bound to the
RUNX1-binding sequence(s) in the cis-regulatory sequences of the two candidate genes of the three.
In addition, the message levels of these genes were regulated depending on the RUNX1 status in the
cell-level experiments. Thus, the two genes of the three candidate genes should be the novel
transcriptional target genes of RUNX1.
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