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Guide to the abbreviated names of protein families listed in Table 1 (in the main text) and in
tables S1 and S2.

AA-permease - amino acid permeases, ART - arginine ADP-ribosyltransferase family, BCCT -
betaine/carnitine/choline transporters, DUF - domains of unknown function, EMG1 - EMG1/NEP1
methyltransferases, Herpes_TK - herpes virus thymidine kinase, MetaL - Metalloenzymes, NCS1 -
nucleobase-cation-symport-1 transporters, NPP- Nucleotide pyrophosphatases, PHY - Phytochrome
region family, PmbA-TldD - Putative modulators of DNA gyrase, Pyr_Redox_2 - Pyridine nucleotide-
disulphide oxidoreductases, RbsD/FucU Ribose/fucose transport protein family, SAM synthetase -
S-adenosylmethionine synthetases, SDF - sodium:dicarboxylate symporters, SNF - Sodium: neuro-
transmitter symporters, SpoU_methylase - SpoU rRNA Methylase family, SPOUT-MTase - Pre-
dicted SPOUT methyltransferase protein family, SSF - sodium:solute symporters, Trm 56 - tRNA
ribose 2’-O-methyltransferases, tRNA_m1G_MT - tRNA (Guanine-1)-methyltransferases, virC2 -
virulence C2 protein family.

Explanation of notation used in Tables S1 and S2. In several cases, the structure determination of
the proteins was not complete, resulting in an uncertainty concerning the position of some fragments.
For the knotting analysis, we replaced missing fragments with a straight line if the missing peptide
could be placed in the vicinity of the straight line without clashing with the rest of the chain (these
cases are indicated with a). With b we indicated the cases, where the missing peptide had to follow
an arc to avoid a steric clash with the rest of the determined protein structure An [n] indicates
proteins whose knotted pattern are established in this study.



Table S1: Simple knotting patterns (S31 and S3131) in slipknotted proteins. The pictograms show specific
knotting patterns observed for the respective protein families (Pfam classification, [1]). Respective protein
names, their PDB code and host species are indicated. Dark green and light green colors indicate right- and
left- handed 31 knot, respectively.

Motif Family Protein/PDB Source Motif Family Protein/PDB Source
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Table S 2: Simple knotting patterns (K31 and K3131) in knotted proteins. The pictograms show specific
knotting patterns observed for the respective protein families (Pfam classification, [1]). Respective protein
names, their PDB code and host species are indicated. Dark green and light green colors indicate right- and
left- hand 31 knot, respectively.
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