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Elucidation of bone marrow niche signal using epigenome analysis and
establishment of bone marrow reconstitution culture method
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The author examined to isolate mesenchymal cell populations by analyzing

MSCs at the single cell level. The MSCs were analyzed by scRNA-Seq, and seven specific clusters were

confirmed from the gene expression profile. In addition, each cluster were confirmed that they
could be separated using FACS from the gene expression profile. Furthermore, author revealed that
seven clusters were independent cell populations by RNA-Seq and ATAC-seq analysis. Next, author
performed in vitro characterization of these clusters. As a result, aouthor found that some of the
clusters had a function closely stem cells. Author aim to identify stem cell-like cell populations
by direct comparison with ES cells in the future.
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