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In this study, we have identified a mechanism by which cells recognise and
process kinks in the DNA strand in the cell nucleus. A combination of molecular biology experiments
and mathematical modelling revealed that the Smc5/6 protein complex binding sites in the genome DNA

are the sites where the DNA kinks called positive supercoiling are accumulated. As Smc5/6 is
essential for genome maintenance, it is postulated that failure to deal with the kinks in the DNA
strand can have lethal consequences for the cell. The results are expected to contribute to our
understanding of the mechanisms by which cancer and cellular senescence occur.
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