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Finding 3D co-localization of genomic elements from HiC data

Saito, Yutaka
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We developed Cosearge, a bioinformatics method for finding 3D
co-localization of genomic elements from HiC data. We applied Cosearge to HiC data from embryonic
stem cells, and detected a number of novel co-localized genes distinct from topologically associated

domains proposed in existing studies. In particular, we found that SOX2 and DNA damage response
genes are co-localized in embryonic stem cells.
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