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entanglement of a protein’s

There is much interest in developing

The Rossmann Fold on the left and TIM Barrel
on the right have very similar writhe profiles,
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99.9% of the data falls within the
theoretical knot bound.

Helical structures represent maximal
entanglement conformations, providing
stability.

Systematic net zero entanglement

Read the full paper or try out the

interactive notebook here
conformations exist, though their function

Is not yet clear.
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	Slide 1: There is a limit on the entanglement of a protein’s backbone relative to its secondary structure

