Table S1: Identified peptide sequences (intensity values) mapping on Bap in wildtype and mutant strains of TWW

strains 2.1023 and 2.1523
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Figure S1: Bap sequence alignment of selected S. xylosus strains with two Bap-
dependent biofilm formers: S. epidermidis C533 and S. aureus V329. Only
functionally important parts of the alignment are shown. A. shows the YSIRK-Signal
peptide sequence as well the difference in A-region repeat length between S.
epidermidis/S. aureus and S. xylosus. B. shows the sequence differences between
the two amyloidprone peptides (defined by Taglialegna et al., [8]) of Bap Region B
(marked in yellow). C. displays the conservation across species of EF hand domains
2 and 3 (pink). D. shows the differences in D-repeats between the species. While S.
aureus and S. epidermidis region D is rich in SD repeats, S. xylosus encodes G-rich
repeats.
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Figure S2: Analysis of cell extract protein preparations on SDS-PAGE. Left: TMW
2.1523 wildtype (Wt) and mutant (Mt) strain, Right: TMW 2.1023 Wt and Mt. The
black arrow indicates a possible location of Bap in TMW 2.1523 - Wt.
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Figure S3: pH changes of S. xylosus TMW 2.1023 (grey) and 2.1523 (black)
incubated in TSB* aerobically at 37 °C. Changes in pH were recorded over 12 hours,
ODeoo at to was set to 0.1. Curves display the mean of 3 biological replicates.
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Figure S4: Calcium (20 mM) does not impair biofilm formation of selected S. xylosus
strains (incubated in TSB*, 24hrs, 37 °C, stained with safranin-O)

Figure S5: Boxplot of logz transformed LFQ-intensities measured for Bap in TMW
2.1023 (A) under planktonic and sessile conditions in Lac*, for TMW 2.1523 (B)
under planktonic and sessile conditions in Lac* and TSBNn.
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Figure S6: iBAQ-intensities of proteins expressed in TMW 2.1023 under planktonic
(A) or sessile (B) conditions and TMW 2.1523 under planktonic Lac* (A), sessile Lac*
(B), planktonic TSBn (C) and sessile TSBn (D) conditions. Bap is marked in red,
highly abundant ribosomal proteins (50S) are marked in green for comparison.



