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Figure S1. Secondary structure prediction of Bfpl, Bfp] and BfpK. Prediction of secondary
structure of mature Bfpl, Bfp] and BfpK minor pilins. Modeling was done using Phyre2, showing
the presence of alpha helix in the hydrophobic N-terminal.

BfpI -MFILRNKRKESGLSLIEASLVIILSGLVIVLVQSAISKIIKYAVHENALHDVS----YV 55

BfpK -=-MIFEGRQQOKGLSLIEIAMVIILSVVFISGGSYIISLFKVFAQSCVVATDMN----SV 53

BfpA MVSKIMNKKYERGLSLIESAMVLALAATVTAGVMFYYQSASDSNKSQNAISEVM----SA 56

BfpJ —————-MIRKESGLSLIEVMIGVLFFSIVSLSVYNYYNRSAEQHYMNNVSVVMERYADAL 54
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BfpI MSYIQDTLQOTSEYGKENIVEDGVISSVKSNVNSGNKIKVDVKKDGKYVSVYILYTLSGNE 115
BfpK RNIIISSDVEYKTGKYDVSS---—--- ITNDNRENKYQVYFGNDG-YTLISGSSPVSVDV 105
BfpA TSAINGLYIGQTSYSGLDSTILLNTSAIPDNYKDTTNKKITNPFGGELNVGPANNNTAFG 116
BfpJd SYYLODSTATNGNGSVSLSTLVASGYLPPMQOETSGVGEYEIKMYVDKNKNGLIALYGGEY 114
BfpI YFGRNEDFGSMLFTHVSAYSGRMDSS————---- TGVVSSVLGWWKVNSDDTIFLGGDNN 167
BfpK FFIT---QYLAKYNEVWILNTNNKIY--———-—— AKHMSAVLPLELLSAYGLNYSGESGV 154
BfpA YYLTLTRLDKAAQVSLATLNLGTSAKGYGVNISGENNITSFGNSADQAAKSTAITPAEAA 176
BfpJ YSLTSENIKKFLGIRGASAKDNKIISAGG---YYSLPVSDFTGFRTVNLRGLMLIPSIQT 171
BfpI KNLFFYNNFRVDVL--- 181

BfpK TGLLFKRY-———————- 162

BfpA TACGKNTDSTNKVTYFMK 193

BfpJd SGONEDRGGYDF-——-— 183

Figure S2. Alignment of BfpA, Bfpl, BfpJ and BfpK sequences.

The signal peptide is show in Red letters, the Gly residue where BfpP cuts the
leader peptide is shown in red. All three mature proteins start with Leu and all
three have the Glu conserved at position 5. In green the conserved C residues in
the C-terminal regions are shown. In yellow is where the truncated protein was
cloned for purification in the present study.



