Table 1: Up-regulated protein in infectious conditions.

SPOT PROTEIN MW pl MW/pl 2D Product PEP XAM1/NB 3DAI/NB 5DAI/NB CLASS
1 XAC1882 99296 5.43 88533/5.55 aconitase 3 571 6.92 7.59 AL,LPS
2  XAC2830 86282 497 78152/5.01 TonB-dependent receptor 4 62.06 144.00 148.00 IRON
3  XAC4368 84447 5.51 80205/5.70 TonB-dependent receptor 4 0.00 8.99 3.16 IRON
4  XAC1301 82833 5.55 81968/5.65 catalase 8 11.52 19.27 35.31 ROS
5 XAC3201 81414 5.68 77150/5.63 TonB-dependent receptor 3 2.57 1.56 0.48 IRON
6  XAC2698 79970 6.24 80003/6.15 NADH-ubiquinone oxidoreductase, NQO3 subunit 6 5.21 13.89 1.78 REDOX
7  XAC2829 74236 4.89 76003/5.03 outer membrane hemin receptor 9 1.48 156.00 158.00 IRON
8 XAC3239 62707 5.56 65574/5.60 pilus biogenesis protein 3 1.48 4.33 9.39 AB,LPS
9 XAC3300 62268 494 57442/5.40 lipase 4 1.93 21.98 96.64 Aleip
10 XAC3851 49960 5.31 49587/5.38 conserved hypothetical protein 7 10.29 9.89 46.78 HYP
11  XAC3579 49337 5.19 45222/5.19 phosphoglucomutase 3 0.19 3.91 7.29 AL,LPS
12 XAC1776 48508 5.31 45006/5.42 xylose isomerase 7 1.68 2.69 3.20 ND

XACb0007 46215 Iytic murein transglycosylase VIR-
13 XAG3225 46173 5.89 44072/5.44 transglycosylase 7 8.11 71.06 113.00 ADAP
14 XAC1858 46126 6.16 41563/5.85 valine-pyruvate aminotransferase 4 1.21 2.93 11.46 ND
15 XAC1650 45714 5.68 45222/5.81 3-phosphoshikimate 1-carboxyvinyltransferase 3 24.03 0.00 3.49 ND
16 XACO0007 43415 6.79 37530/5.80 conserved hypothetical protein 7 1.87 2.18 2.21 HYP.
17 XAC3602 42683 5.68 41090/5.76 cystathionine gamma-lyase-like protein 4 0.00 2.67 1291 AL,LPS
18 XAC2504 41342 5.98 40438/5.73 regulator of pathogenicity factors 6 354.75 6.19 13.17 AL,LPS
19 XAC1432 40558 5.53 38474/5.55 succinyl-diaminopimelate desuccinylase 8 0.92 1.68 8.40 ND
20 XAC1434 38703 5.89 35614/5.80 conserved hypothetical protein 5 13.37 54.21 13.10 HYP.
21 XAC3456 38289 5.27 38194/5.33 3-isopropylmalate dehydrogenase 5 43.75 7.62 18.57 A\/Dlip
22 XAC1017 37842 6.73 34607/6.23 ABC transporter sulfate binding protein 8 45.65 13.96 1.78 ALLPS
23 XACO0656 37601 5.64 38915/5.69 rod shape-determining protein 5 0.96 3.08 8.57 A\giP
24  XAC3344 36538 4,98 33667/5.16 fructose-bisphosphate aldolase 5 5.99 2.48 2.97 ND
25 XAC4349 35994 5.95 35745/5.97 bifunctional oxireductase/alginate lyase 3 2.79 0.12 3.43 EELEI)_CF),)S(
26 XAC0339 35920 5.54 35567/5.56 oxidoreductase 7 4.23 17.89 10.42 REDOX
27 XAC1046 35739 5.4 34862/5.47 isocitrate dehydrogenase 5 0.79 1.45 1.58 ND
28 XAC0288 34737 5.07 33229/5.25 oxidoreductase 4 42.40 27.05 10.87 REDOX
29 XAC0470 34625 591 33252/5.29 phosphoribosylaminoimidazole-succinocarboxamide 8 3.06 162 216 ND

synthase

30 XAC4109 34589 5.81 29652/5.81 aerobic coproporphyrinogen Ill oxidase 3 3.23 0.24 1.70 AleiP
31 XAC2005 34530 5.71 29652/5.81 thioredoxin reductase 2 1.90 0.99 2.29 ROS
32 XAC3103 34528 5.76 33950/5.68 glutathione synthetase 8 1.09 0.61 2.75 ROS
33 XACO785 34442 5.47 34862/5.47 gg;j;%ghydroxymy“smy'] N-acetylglucosamine 4 133 0.27 24 ALLPS
34 XAC3584 34151 5.83 27727/5.57 glucose-1-phosphate thymidylyltransferase 6 1.74 2.14 2.33 ALLPS
35 XAC4009 33388 512 33574/5.23 arginase 6 134 841 1158 N
36 XAC2292 32253 5.45 29036/5.55 UTP-glucose-1-phosphate uridylyltransferase 8 1.49 1.80 1.57 ALLPS
37 XAC4219 31536 5.82 34812/5.25 conserved hypothetical protein 6 30.72 20.18 8.09 HYP
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Legend: ROS — ROS and osmotic adaptation / Redox — oxide and nitrorecuctases / Virulence — virulence-related proteins / Hyp — hypothetical / A,B,LPS — Adhesion,
biofilm, and LPS synthesis / Iron — iron acquisition and metabolism / ND — not determined

Table 2: Down-regulated protein in infectious conditions.

Spot PROTEIN MW pl MW/pl 2D  Product PEP XA'\éllN 3DAI/NB SDQI/N CLASS
85 XAC2743 111655 5.18 93622/5.13 Oar protein 8 1.81 0.34 0.72 IRON

86 XAC4274 110082 5.29 91340/5.21 OmpA-related protein 9 1.66 0.27 0.43 IRON
87 XAC4273 109344 5.21 89523/5.19 OmpA-related protein 8 1.69 0.05 0.88 IRON
88 XAC2742 108902 5.63 90729/5.30 TonB-dependent receptor 5 0.00 0.00 0.05 IRON

89 XAC3444 103243 4.79 89923/4.84 TonB-dependent receptor 10 1.78 0.00 0.00 IRON

90 XAC1885 93473 5.22 90325/5.36 aconitate hydratase 2 2 0.02 0.50 0.03 ENER-MET
91 XAC0823 86172 6.21 76656/5.36 outer membrane hemin receptor 7 1.17 0.00 0.00 IRON

92 XAC0176 82347 5.30 77649/5.29 ferripyoverdine receptor 5 0.00 0.09 1.20 IRON

93 XAC3498 80719 5.70 72534/5.40 outer membrane receptor for ferric iron uptake 7 0.40 0.05 0.40 IRON

94 XAC1716 61729 591 66074/5.95 CTP synthetase 6 0.66 0.15 0.32 ND

95 XAC0615 59242 6.54 59392/6.19 aminopeptidase 6 0.05 0.87 0.43 DEG-ENZ
96 XAC4004 57739 5.77 55694/5.86 peptidase 4 0.15 0.07 0.19 DEG-ENZ
97 XAC0542 57131 5.05 53816/5.00 60kDa chaperonin 1 0.35 0.03 0.16 CELL-P
98 XAC1321 53877 7.79 54431/6.17 periplasmic protease 9 1.40 0.34 0.31 ND

99 XAC0454 50589 5.89 47136/5.96 homogentisate 1,2-dioxygenase 6 0.14 0.00 0.17 A,L,PURPIR
100 XAC1533 50520 5.80 51547/5.91 dihydrolipoamide dehydrogenase 6 0.98 0.61 0.95 ENER-MET
101 XAC3388 47916 5.97 45309/5.99 citrate synthase 3 1.74 0.06 0.28 ENER-MET
102 XAC2609 47131 6.30 47009/6.26 carboxypeptidase 7 0.25 0.03 0.00 DEG-ENZ
103 XAC3688 46931 5.68 43624/5.72 D-amino acid dehydrogenase subunit 6 0.00 0.09 1.39 A,L,PURPIR
104 XAC3847 44511 6.06 43773/5.96 N-acyl-L-amino acid amidohydrolase 3 0.07 0.00 0.00 DEG-ENZ
105 XAC2545 43506 5.4 411570/5.5 proline dipeptidase 8 0.00 0.00 0.03 DEG-ENZ
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Legend: Hyp — hypothetical / A,B,LPS — adhesion, biofilm, and LPS synthesis / Cell-P — cellular process / Iron — iron acquisition and metabolism / Deg-enz —
degrading enzymes / A,L, PurPir — aminoacids, lipids, and pur-pyr metabolism / Ener-Met — energetic metabolism / ND — not determined




