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Model Structure

Figure A3 DiscoTope2 predicted discontinuous epitopes for PiuA.

Score

-3

Score

. [=_Twestata]
Bepipred

20 40 60 80 100 120 140 160 180 200 220 240 260 280 300 320 340 360

Position

— Threshold
Parker

20 40 60 80 100 120 140 160 180 200 220 240 260 280 300 320 340

Position

SPD_1609

Score

— Threshold

K&S

20 40 60 80 100 120 140 160 180 200 220 240 260 280 300 320 340
Position

Score

CRE ERm)

20 40 60 8 100 120 140 160 180 200 220 240 260 280 300 320 34(
Position

Figure A4 Linear epitope prediction of the SPD_1609 protein.
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SPD 1609

Figure A5 ElliPro predicted discontinuous epitopes for SPD_1609.
The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues

part of the predicted epitope.
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Figure A6 DiscoTope2 predicted discontinuous epitopes for SPD_1609.

The parts coloured yellow are the predicted epitopes.
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Figure A7 Linear epitope predictions of the PitA protein.
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Pit

Figure A8 ElliPro predicted discontinuous epitopes for PitA.
The numbers represent the different epitopes predicted in order of decreasing
overall score with one having the highest score. The yellow spheres represent

residues that are part of the predicted epitope.
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Figure A9 DiscoTope2 predicted discontinuous epitopes for PitA.

The parts coloured yellow are the predicted epitopes.

Score

Score

-6
0 20 40 60 80 100 120 140 160 180 200 220 240 260 280 300 320 340 360 380 400 420 440 460 480

Bepipred

B 1) DUUY DY SUUY DY TUUL SUUY TUUT TUUY SOUY SUDE TUUY DUUE FUUY SUUN UUE TUUY JUUE JUUL SUUY PUUE TUU TUUY TUUN JUUY SU0E TOW |
20 40 60 80 100120140 160 180 200 220 240 260 280 300 320 340 360 380 400 420 440 460 480 500 5.

Position

— Threshold

i Parker

Position

AdcA

Score

0

Score

20 40 60 80 100 120 140 160 180 200 220 240 260 280 300 320 340 360 380 400 420 440 460 480 50¢

Position

20 40 60 80 100 120 140 160 180 200 220 240 260 280 300 320 340 360 380 400 420 440 460 480 50¢

C&F

Position

Figure A10 Linear epitope predictions of the AdcA protein.
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AdcA

Figure A11 ElliPro predicted discontinuous epitopes for AdcA.

The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues
that are part of the predicted epitope.
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Figure A12 DiscoTope2 predicted discontinuous epitopes for AdcA.

The parts coloured yellow are the predicted epitopes.
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Figure A13 Linear epitope predictions of the Lmb protein.
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Lmb

Figure A14 ElliPro predicted discontinuous epitopes for Lmb.

The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues
that are part of the predicted epitope.

Model Structure

Figure A15 DiscoTope2 predicted discontinuous epitopes for Lmb.
The parts coloured yellow are the predicted epitopes.
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AliA

AL

Figure A16 Linear epitope predictions of the AliA protein.
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AliA

Figure A17 ElliPro predicted discontinuous epitopes for AliA.
The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues

that are part of the predicted epitope.
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Figure A18 DiscoTope2 predicted discontinuous epitopes for AliA.

The parts coloured yellow are the predicted epitopes.
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Figure A19 Linear epitope predictions of the AmiA protein.

122



AmiA

Figure A20 ElliPro predicted discontinuous epitopes for AmiA.
The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues

that are part of the predicted epitope.
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Figure A21 DiscoTope2 predicted discontinuous epitopes for AmiA.

The parts coloured yellow are the predicted epitopes.
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Figure A22 Linear epitope predictions of the MalX protein.
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MalX

Figure A23 ElliPro predicted discontinuous epitopes for MalX.

The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues
that are part of the predicted epitope.

Model Structure Model Structure

Figure A24 DiscoTope2 predicted discontinuous epitopes for MalX.

The parts coloured yellow are the predicted epitopes.
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Figure A25 Linear epitope predictions of the YesO_2 protein.
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Figure A26 ElliPro predicted discontinuous epitopes for YesO_2.

The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues
that are part of the predicted epitope.

Figure A27 DiscoTope2 predicted discontinuous epitopes for YesO_2.
The parts coloured yellow are the predicted epitopes.
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Figure A28 Linear epitope predictions of the Group_2005.
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Figure A29 ElliPro predicted discontinuous epitopes for Group_2005.
The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues

that are part of the predicted epitope.
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Model Structure

Figure A30 DiscoTope2 predicted discontinuous epitopes for Group_2005.
The parts coloured yellow are the predicted epitopes.
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Figure A31 Linear epitope predictions of the Group_2056.
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Group_2056

Figure A32 ElliPro predicted discontinuous epitopes for Group_2056.

The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues
that are part of the predicted epitope.

Figure A33 DiscoTope2 predicted discontinuous epitopes for Group_2056.
The parts coloured yellow are the predicted epitopes.
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Figure A34 Linear epitope predictions of the TauA protein.
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TauA

Figure A35 ElliPro predicted discontinuous epitopes for TauA.

The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues
that are part of the predicted epitope.
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Figure A36 DiscoTope2 predicted discontinuous epitopes for TauA.
The parts coloured yellow are the predicted epitopes.
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Figure A37 Linear epitope predictions of the MetQ protein.
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MetQ

Figure A38 ElliPro predicted discontinuous epitopes for MetQ.

The numbers represent the different epitopes predicted in the order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues
that are part of the predicted epitope.

Model Structure

Figure A39 DiscoTope2 predicted discontinuous epitopes for MetQ.

The parts coloured yellow are the predicted epitopes.
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Figure A40 Linear epitope predictions of the PstS_2 protein.
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PstS_2

Figure A41 ElliPro predicted discontinuous epitopes for PstS_2.

The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues
that are part of the predicted epitope.

Model Structure

Figure A42 DiscoTope2 predicted discontinuous epitopes for PstS_2.
The parts coloured yellow are the predicted epitopes.
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Figure A43 Linear epitope predictions of the ArtP_1 protein.
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ArtP_1

Figure A44 ElliPro predicted discontinuous epitopes for ArtP_1.
The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues

that are part of the predicted epitope.
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Model Structure

Figure A45 DiscoTope2 predicted discontinuous epitopes for ArtP_1.

The parts coloured yellow are the predicted epitopes.
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Figure A46 Linear epitope predictions of the GInH protein.
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GInH

Figure A47 ElliPro predicted discontinuous epitopes for GInH.
The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues

that are part of the predicted epitope.

Figure A48 DiscoTope2 predicted discontinuous epitopes for GInH.

The parts coloured yellow are the predicted epitopes.
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Figure A49 Linear epitope predictions of the LivJ protein.
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Figure A50 ElliPro predicted discontinuous epitopes for LivJ.
The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues

that are part of the predicted epitope.
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Model Structure

Figure A51 DiscoTope2 predicted discontinuous epitopes for LivJ.

The parts coloured yellow are the predicted epitopes.
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Figure A52 Linear epitope predictions of the TcyA protein.
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TcyA

Figure A53 ElliPro predicted discontinuous epitopes for TcyA.
The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues

that are part of the predicted epitope.
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Model Structure

Figure A54 DiscoTope2 predicted discontinuous epitopes for TcyA.
The parts coloured yellow are the predicted epitopes.
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Figure A55 Linear epitope predictions of the TcyJ protein.
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Figure A56 ElliPro predicted discontinuous epitopes for TcyJ.
The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues

that are part of the predicted epitope.

Model Structure

Figure A57 DiscoTope2 predicted discontinuous epitopes for TcyJ.
The parts coloured yellow are the predicted epitopes.
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Figure A58 Linear epitope predictions of the Group_2074 protein.

Group 2074

Figure A59 ElliPro predicted discontinuous epitopes for Group_2074.
The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues

that are part of the predicted epitope.
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Figure A60 DiscoTope2 predicted discontinuous epitopes for Group_2074.

The parts coloured yellow are the predicted epitopes.
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Figure A61 Linear epitope predictions of the Group_2298 protein.
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Group_2298

Figure A62 ElliPro predicted discontinuous epitopes for Group_2298.
The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues

that are part of the predicted epitope.

Model Structure Model Structure

Figure A63 DiscoTope2 predicted discontinuous epitopes for Group_2298.
The parts coloured yellow are the predicted epitopes.
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Figure A64 Linear epitope predictions of the VanYb protein.

VanYb

Figure A65 ElliPro predicted discontinuous epitopes for VanYb.

The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues
that are part of the predicted epitope.
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Model Structure

Model Structure Model Structure

Figure A66 DiscoTope2 predicted discontinuous epitopes for VanYb.

The parts coloured yellow are the predicted epitopes.
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Figure A67 Linear epitope predictions of the TmpC protein.
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TmpC

Figure A68 ElliPro predicted discontinuous epitopes for TmpC.
The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues

that are part of the predicted epitope.
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Figure A69 DiscoTope2 predicted discontinuous epitopes for TmpC.

The parts coloured yellow are the predicted epitopes.
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Figure A70 Linear epitope predictions of the Group_510 protein.
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Group_510

Figure A71 ElliPro predicted discontinuous epitopes for Group_510.
The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues

that are part of the predicted epitope.
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Model Structure

Figure A72 DiscoTope2 predicted discontinuous epitopes for Group_510.
The parts coloured yellow are the predicted epitopes.
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Figure A73 Linear epitope predictions of the Group_6587 protein.
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Group_6587

Figure A74 ElliPro predicted discontinuous epitopes for Group_6587.

The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues
that are part of the predicted epitope.

Figure A75 DiscoTope2 predicted discontinuous epitopes for Group_6587.
The parts coloured yellow are the predicted epitopes.
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Figure A76 Linear epitope predictions of the Group_953 protein.

Group_953

Figure A77 ElliPro predicted discontinuous epitopes for Group_953.

The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues
that are part of the predicted epitope.
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Figure A78 DiscoTope2 predicted discontinuous epitopes for Group__

The parts coloured yellow are the predicted epitopes.
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Figure A79 Linear epitope predictions of the Group_1655 protein.
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Figure A80 ElliPro predicted discontinuous epitopes for Group_1655.
The numbers represent the different epitopes predicted in order of decreasing
overall score with 1 having the highest score. The yellow spheres represent residues

that are part of the predicted epitope.

Figure A81 DiscoTope2 predicted discontinuous epitopes for Group_1655.

The parts coloured yellow are the predicted epitopes.
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