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Start-End MW . MW,,..q Miss Sequence

47-59 1643.7027 1643.6964 0 R.QPEDVWYENDGHR.I
238-247 1093.6304 1093.6284 0 R.LAGAIFAIYR.I
268-279 1440.6720 1440.6634 0 K.WVSTTDPLHDDR.V
283-296 1535.7350 1535.7216 0 K.FVSDQDGLVNTGER.F
325-339 1829.8350 1829.8180 1 K.IEIPDSWEDEDGNRR.F

Supplementary Figure S1. Peptide mass fingerprinting of SpaE crystals. Protein identification was done through a search of the NCBI non-
redundant protein database using the Mascot search engine (Matrix Science). a Coverage report of peptide mass fingerprinting for the

dissolved SpaE crystals. Matched peptides are shown in bold red. b Predicted peptides.



PDB ID: 3HR6 (SpaA backbone pilin from Corynebacterium diphtheria) Length: 62 E-value: 0.0996 Score: 36.569bits (83) Identities: 21/62
(84%) Positives: 30/62 (48%) Gaps: 3/62 (5%)
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PDB ID: 3PHS (basal pilin GBS52 from Streptococcus agalactiae) Length: 117 E-value: 0.7256 Score: 33.4874bits (75) lIdentities: 33/117
(28%) Positives: 51/117 (44%) Gaps: 17/117 (15%)
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Supplementary Figure S2: Top two hits identified by PSI-BLAST (https://blast.ncbi.nlm.nih.gov/) as structural homologs of SpaE in a search
against the PDB entries (http://www.rcsb.org/). Normal BLAST searching generated no hits and returned with ‘No significant similarity
found’. The predicted pilin motif, which contains the linking lysine (K) for making covalent isopeptide bonds with backbone pilins, is
underlined.



