Revealing DNA's topology

A spectral energy approach to loop detection
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O Loops play a central role in the organisation of chromatin * By revealing the spatial arrangement of chromatin at the single-
© and gene regulation: cell level, sequential FISH imaging allows the study of
.g » Cohesin and CTCF create loops, forming TADs conformational fluctuations as never before
o  Looping DNA initiates transcription through enhancer- * Despite unprecedented access to 3D paths, its application in
..E. promoter proximity investigating chromatin loops is yet to be fully realised
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