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ATAC-seq analysis of MDS using stem and progenitor fraction revealed that,
differentially accessible regions (DARs) in MDS include large amount of normal
differentiation-related regions. We also found the transcription factor networks that strongly
related to the prognosis and stratified MDS based on the transcription factor network abnormality in

MDS stem and progenitor cells. These characteristic features were not clearly observed in the gene
expression profiles from same samples, showing that these finding are the first to be revealed by
focusing on chromatin characteristics.
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