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Elucidation of molecular mechanism of multistep leukemogenesis by scRNA sequence
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To address molecular basis of Down syndrome’ s acute megakaryo blastic
leukemia (AMKL), we employed DNA methylation analysis and found DNA methylation profile of the AMKL
was similar to the that of common myeloid progenitors (CMPs) and megakaryocyte/erythroid-progenitors

(MEPs). We then conducted single cell RNA-sequencing of iPS cell-derived hematopoitic cells and
could describe trajectory of differentiation. However, quality of scRNA-seq of leukemia cells was
not sufficient for further analyses.
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Challenge to Regeneration of Hair Cells in the Cochlea Sensory Epithelia by Single Cell Transcriptomics.
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