Tryptic shaving of Staphylococcus aureus unveils immunodominant
epitopes on the bacterial cell surface
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Supplementary Figure S1.

BN s

Supplementary Figure S1. Original Western blots. Panel A shows the full blot used to
generate Figures 3A, panel B shows the full blot used to generate Figure 3B, and panel C
shows the full blot used to generate Figure 4B.
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Supplementary Figure S3.
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Supplementary Figure S3. Predicted subcellular localization of the proteins identified
with the different approaches for strains USA300 and Newman. The overlapping as well as
unique proteins identified for the four different sub-proteome fractions from strains USA300
and Newman were analyzed regarding their predicted subcellular localization. CW, covalently
cell wall-bound proteins; M, transmembrane- and lipoproteins; Sec, secreted proteins; and No,
proteins with no predicted motif for subcellular localization.
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Supplementary Figure S4. Comparative
overview of the results from the Pepscan
analysis. The binding of antibodies from
seven Epidermolysis bullosa patients to
immobilized overlapping 15-mer peptide
sequences from 54 different staphylococcal
surface-exposed proteins were analyzed. For
most of the proteins the overlap of consecutive
peptides was 11 amino acids. For LytM and
IsaA the overlap was 14 amino acids (high
resolution, HR). Peptides were synthesizes
linearly and with the CLIPS™ technology.
The quantified signals were normalized to the
signal average per chip and are presented in a
bee swarm plot, where the respective proteins
are indicated on the y-axis and their
normalized signal intensities on the x-axis.
EBO1, e EB09, ¢ EB51,  EB11, e EB15, e
EBS53,  EB02.



Supplementary Figure SS.
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Figure S5. Comparison of the results from the proteomic studies and epitope mapping.
The locations of peptides in particular proteins as identified by the analyses of four different
sub-proteome fractions of S. aureus strains USA300 and Newman are highlighted in the
respective linearly depicted protein sequences. In addition, known protein domains are
indicated. The graphs display the signals from the epitope mapping normalized to the median
signal of the respective protein and serum for the seven different EB patients.
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