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In vivo
Stability and flexibility of the DNA replication program revealed by single-cell

DNA replication sequencing in Vvivo
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o We investigated structural characteristics of mammalian _chromosomes at the
level of individual cells using a novel technique for analyzing replication timing domains

(chromosomal unit defined by DNA replication timing). To our surprise, cell-type-specific
replication timing domain organization was remarkably conserved between individual cells and even

between homologous chromosomes. A small degree of cell-to-cell variation was also detected in
specific genomic regions where replication timing shifts during cell differentiation. Thus, our
study uncovered the previously unrecognized dynamic and static properties of chromosomal domains.
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