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In this study, we predicted the nuclear compartment (3D genome organization)
dynamics during mouse ES cell differentiation and early pre-implantation embryogenesis by
single-cell DNA replication sequencing (scRepli-seq) analysis in a genome-wide manner. The results
suggested that the nuclear compartment profiles changed gradually but uniformly within a
differentiating population. The scRepli-seq analysis in early mouse embryos is still ongoing, but we
have successfully established haplotype-resolved scRepli-seq analysis. We have also acquired
scRepli-seq and scRNA-seq from the same single cell.
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