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We succeeded to perform Hi-C and RNA-seq analysis using the same single
cells. We applied this method to two daughter cells from hematopoietic cells. The obtained data
suggested the combination of transcriptome and higher order chromatin structure data is powerful to
define symmetric versus asymmetric stem cell division. Further analysis would clarify the epigenetic

mechanism that determines the fate decision of hematopoietic stem cells: self-renewal versus
differentiation.
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