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Genome-wide screening for A/B compartment regulators using a DNA replication
reporter system
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In mammalian cells, genomic DNA is comprised of megabase-sized (106 base
pairs) units, or domains, presumably in a beads-on-a-string manner. Each of these domains are
spatially separated to form either active A or inactive B compartment. This spatial arrangement
varies among cell types, but the underlying mechanisms remain largely unexplored. Using mouse
embryonic stem cells, 1 have developed a system to estimate and visualize whether a given domain is
located in the A or B compartment using fluorescent proteins. Using this system, | conducted a
comprehensive screening for compartment regulators and successfully identified several candidate
genes that may be involved in the regulation of nuclear genome organization.
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