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Analyses on developmental transition process of mammalian pluripotent cells and
its epigenomic regulations using single cell technologies
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Single-cell RNA-Seq analysis of naive-primed transition process was
performed and 3 clusters that exhibit characteristics other than ES cells and EpiSC were identified.
We estimated the time of appearance of each cluster after induction of differentiation by
pseudotime analysis, and extracted a group of genes with high expression specificity to each
cluster. One of the newly identified clusters had a morphology similar to that of EpiSCs but with a
different expression profile, suggesting that it was a novel pluripotent stem cell. Interestingly,
another cluster showed a genome-wide downregulation of gene expression, and it appears that X
chromosome inactivation initiates in this cluster.
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