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MFIER R OMEEE (3£32) : Human genome has over 20,000 genes. Transcription factors and
epigenetic factors including histone modifiers, are pivotal factors for gene expression.
Mutation in these genes causes congenital heart diseases. But it was still unclear which
genes are regulated by these transcription factors. Here, we identified these transcription
factors-binding genomic regions using next-generation sequencer, and the target genes that
are regulated by these factors.
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