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SIngle-cell transcriptional networks during B cell differentiation
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B cells are generated from hematopoietic stem cells (HSCs) through a
successive series of lineage restriction processes. Although many transcription factors were shown
to control the B cell fate determination, the exact mechanisms remain largely unknown. We have
recently established an ideal system that can be used to examine gene regulatory networks during
IKmphoid lineage commitment from HSCs. In this study, we focused on the gene expression profiles at
the single cell level during B cell differentiation using this system. The single cell RNA-seq
analysis using the in vitro culture system demonstrated the step-wise activation of B-lineage
associated genes, whereas the genes involved in the multipotency were gradually repressed. The gene
expression patterns obtained by the culture system totally fit with the data of the single
progenitors isolated from mouse bone marrow. These results will provide a blueprint for studying the

normal and neoplastic development of B cells.
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