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“Knotted vs. unknotted proteins: evidence of knot-promoting loops”
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knotted unknotted fraction of aligned
protein PDBid protein PDBid knot residues
2fg6C lortA 0.706
2ha8A 2qipA 0.647
2ha8A 1b93A 0.565
2ha8A IfS1E 0.494
1vhOA 1b93A 0.596
2efvA 2rjiA 0.531
2ha8A 3fhkA 0.412
3bbeA laoxA 0.443
2ha8A 1u70A 0.459
2ha8A 2b98A 0.494
2fg6C ladiA 0.560
1vhOA 1d0OiA 0.426
1vhOA 2z5vA 0.468
2gmmA 1hdoA 0.651
2ha8A 1hdoA 0.553
2ha8A 1d0OiA 0.518
2ha8A 3gpgA 0.518
2efvA 1d§jA 0.494
2ha8A 1c25A 0.647
3ktyC 121pA 0.413

Top ranking MISTRAL alignments of knotted and unknotted representatives. In order to account for the different topology of the compared
proteins, the alignments were obtained with the following non-default MISTRAL parameters: the alignment tolerance was set to 6.0 A; the
minimum segment length was set to 10 amino acids. For each alignment we report, in the third column, the percentage of the knotted region
(defined in Table I of the main article) that takes part to the structural alignment. The listed pairs include only MISTRAL alignments with
p-value < 51073, where the percentage of the aligned knotted region is larger than 40.



