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Dissection of immune cell differentiation by a single cel epigenome analysis
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Immune cells including B cells are generated from hematopoietic stem cells

(HSCs). HSCs gradually specify their fates to finally commit to the B cell lineage. Transcription
factors and epigenetic modification cooperate in the cell fate decision. However, the molecular
mechanisms are yet to be determined. We have recently established the multipotent progenitor cell
line named iLS (induced Leukocyte Stem) cells. iLS cells maintain the differentiation potential for
T, B and myeloid lineage cells with unlimited self-renewal capacity. We have explored the single
cell transcriptome profile of B lineage commitment using the iLS cells differentiating into B cells.
Synchronous and cascading expression of key transcription factors and epigenetic factors was
disclosed based on the single cell RNA-seq analysis. Thus the data provide a blueprint for studying
the normal and malignant B cell generation.
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