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Functional analysis of chromosome specific clustered trap region (CSCT).
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We found new genome element, CSCT (Chromosome Specific Clustered Trap region).
Using CRISPR/Cas9 system, CSCT13 region (1.6 Mbp) was deleted in the mouse ES cells (CSCT13 KO). We could
establish CSCT13 KO mouse line. Mating between homozygotes gave relatively small number of pups.
Moreover, CSCT13 KO mice showed comparatively low rate of homologous recombination during meiosis for the
region corresponding to CSCT13. On the other hand, outside of this region showed up-regulation of
homologous recombination during meiosis.
This study suggest that CSCT13 might be related with the early embryogenesis and homologous recombination
during meilosis.
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EGTC; Database for the Exchangeable Gene
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